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<210> 1 
<211> 744 
<212> DNA 

<213> Hordeum vulgare 

<220> 
<221> CDS 
<222> (1) . . (741) 
<223> coding for BI 

<400> 1 

atg gac gcc ttc tac 
Met Asp Ala Phe Tyr 
1 5 

cac gac tec etc aag 
His Asp Ser Leu Lys 
20 

cac etc aag etc gtt 
His Leu Lys Leu Val 
35 

gcc gtg ggt get tac 
Ala Val Gly Ala Tyr 
50 

aca atg etc get tgt 
Thr Met Leu Ala Cys 
65 

gtc tat gag gag agg 
Val Tyr Glu Glu Arg 
85 

ctg gaa ggg get teg 
Leu Glu Gly Ala Ser 



1-protein 



teg acc teg teg gcg gcg gcg age ggc tgg ggc 4 8 
Ser Thr Ser Ser Ala Ala Ala Ser Gly Trp Gly 
10 15 

aac ttc cgc cag ate tec ccc gcc gtg cag tec 96 
Asn Phe Arg Gin lie Ser Pro Ala Val Gin Ser 
25 30 

tac ctg act eta tgc ttt gca ctg gcc tea tct 144 
Tyr Leu Thr Leu Cys Phe Ala Leu Ala Ser Ser 
40 45 

eta cac att gcc ctg aac ate ggc ggg atg ctg 192 
Leu His lie Ala Leu Asn lie Gly Gly Met Leu 
55 60 

gtc gga act ate gcc tgg atg ttc teg gtg cca 240 
Val Gly Thr He Ala Trp Met Phe Ser Val Pro 
70 75 80 

aag agg ttt ggg ctg ctg atg ggt gca gcc etc 288 
Lys Arg Phe Gly Leu Leu Met Gly Ala Ala Leu 
90 95 

gtt gga cct ctg att gag ctt gcc ata gac ttt 336 
Val Gly Pro Leu He Glu Leu Ala He Asp Phe 



2 



100 105 110 

gac cca age ate etc gtg aca ggg ttt gtc gga acc gec ate gee ttt 384 
Asp Pro Ser. lie Leu Val Thr Gly Phe Val Gly Thr Ala lie Ala Phe 
115 120 125 

ggg tgc ttc tc't ggc gee gee ate ate gee aag cgc agg gag tac ctg 432 
Gly Cys Phe Ser Gly Ala Ala lie lie Ala Lys Arg Arg Glu Tyr Leu 
130 135 140 

tac etc ggt ggc ctg etc teg tct ggc ctg teg ate ctg etc tgg ctg 480 
Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser lie Leu Leu Trp Leu 
145 150 155 160 

cag ttt gtc acg tec ate ttt ggc cac tec tct ggc age ttc atg ttt 528 
Gin Phe Val Thr Ser He Phe Gly His Ser Ser Gly Ser Phe Met Phe 
165 170 175 

gag gtt tac ttt ggc ctg ttg ate ttc ctg ggg tac atg gtg tac gac 576 
Glu Val Tyr Phe Gly Leu Leu He Phe Leu Gly Tyr Met Val Tyr Asp 
180 185 190 

acg cag gag ate ate gag agg gcg cac cat ggc gac atg gac tac ate 624 
Thr Gin Glu He He Glu Arg Ala His His Gly Asp Met Asp Tyr He 
195 200 205 

aag cac gee etc acc etc ttc acc gac ttt gtt gee gtc etc gtc cga 672 
Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala Val. Leu Val Arg 
210 215 220 

gtc etc ate ate atg etc aag aac gca ggc gac aag teg gag gac aag 720 
Val Leu He He Met Leu Lys Asn Ala Gly Asp Lys Ser Glu Asp Lys 
225 230 235 240 

aag aag agg aag agg ggg tec tga 744 
Lys Lys Arg Lys Arg Gly Ser 
245 



<210> 2 
<211> 247 
<212> PRT 

<213> Hordeum vulgare 
<400> 2 

Met Asp Ala Phe Tyr Ser Thr Ser Ser Ala Ala Ala Ser Gly Trp Gly 
15 10 15 

His Asp Ser Leu Lys Asn Phe Arg Gin He Ser Pro Ala Val Gin Ser 
20 25 30 

His Leu Lys Leu Val Tyr Leu Thr Leu Cys Phe Ala Leu Ala Ser Ser. 
35 40 45 

Ala Val Gly Ala Tyr Leu His He Ala Leu Asn He Gly Gly Met Leu 
50 55 60 
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Thr Met Leu Ala Cys Val Gly Thr 
65 70 

Val Tyr Glu Glu Arg Lys Arg Phe 
85 

Leu Glu Gly Ala Ser Val Gly Pro 
100 

Asp Pro Ser lie Leu Val Thr Gly 
115 120 

Gly \Cys Phe Ser Gly Ala Ala lie 
•130 135 



lie Ala Trp Met Phe Ser Val Pro 
75 80 

Gly Leu Leu Met Gly Ala Ala Leu 
90 95 

Leu lie Glu Leu Ala lie Asp Phe 
105 110 

Phe Val Gly Thr Ala He Ala Phe 
125 

He Ala Lys Arg Arg Glu Tyr Leu 
140 



Tyr Leu Gly Gly Leu Leu Ser Ser 
145 150 

Gin Phe Val Thr Ser He Phe Gly 
165 

Glu Val Tyr Phe Gly Leu Leu He 
180 

Thr Gin Glu He He Glu Arg Ala 
195 200 

Lys His Ala Leu Thr Leu Phe Thr 
210 215 

Val Leu He He Met Leu Lys Asn 
225 230 



Gly Leu Ser He Leu Leu Trp Leu 
155 160 

His Ser Ser Gly Ser Phe Met Phe 
. 170 175 

Phe Leu Gly Tyr Met Val Tyr Asp 
185 190 

His His Gly Asp Met Asp Tyr He 
205 ' 

Asp Phe Val Ala Val Leu Val Arg 
220 

Ala Gly Asp Lys Ser Glu Asp Lys 
235 240 



Lys Lys Arg Lys Arg Gly Ser 
245 



<210> 3 
<211> 1067 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (1) . . (741) 

<223> coding for Bll-protein 



<400> 3 

atg gat gcg ttc 
Met Asp Ala Phe 
1 

tgg age tat gat 
Trp Ser Tyr Asp 
20 

cag aat cat ctt 



tct tec ttc ttc 
Ser Ser Phe Phe 
5 

tct ctt aaa aac 
Ser Leu Lys Asn 



aaa egg gtt tat 



gat tct caa cct ggt 
Asp Ser Gin Pro Gly 
10 

ttc cgt cag att tct 
Phe Arg Gin He Ser 
25 

ttg ace tta tgt tgt 



age aga age 48 
Ser Arg Ser 
15 

cca gee gtt 96 
Pro Ala Val 
30 

get ctt gtg 144 



4 



Gin Asn His Leu Lys Arg Val Tyr Leu Thr Leu Cys Cys Ala Leu Val 
35 40 45 

gcg tct gcc ttt gga get tac etc cat gtg etc tgg aat ate ggc ggt 192 
Ala Ser Ala Phe Gly Ala Tyr Leu His Val Leu Trp Asn lie Gly Gly 
50 55 60 

att ctt aca acg att gga tgt att gga act atg att tgg etc ctt tea 240 
lie Leu Thr Thr lie Gly Cys lie Gly Thr Met lie Trp Leu Leu Ser 
65 70 75 80 

tgt cct cct tat gaa cac caa aaa agg ctt tct ctt ctg ttt gtg tct 288 
Cys Pro Pro Tyr Glu His Gin Lys Arg Leu Ser Leu Leu Phe Val Ser 
85 90 95 

get gtt ctt gaa ggt get tct gtt ggc ccc ttg ate aaa gtg gca att 336 
Ala Val Leu Glu Gly Ala Ser Val Gly Pro Leu He Lys Val Ala He 
100 105 110 

gat gtt gac cca age ate ctt ate act gca ttt gtt gga act gcg ata 384 
Asp Val Asp Pro Ser He Leu He Thr Ala Phe Val Gly Thr Ala He 
115 120 125 

gcg ttt gtc tgt ttc tea gca gca gca atg tta gca.- aga cgc agg gag 432 
Ala Phe Val Cys Phe Ser Ala Ala Ala Met Leu Ala Arg Arg Arg Glu 
130 135 140 

tat etc tac ctt gga gga ctg ctt tea tct ggc ttg tct atg eta atg 480 
Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser Met Leu Met 
145 150 155 160 

tgg etc cag ttt gcc tct tea ate ttt ggt ggc tct gca tct ate ttt 528 
Trp Leu Gin Phe Ala Ser Ser He Phe Gly Gly Ser Ala Ser He Phe 
165 170 175 

aag ttt gag ttg tac ttt gga ctt ttg ate ttt gtg gga tac atg gtg 576 
Lys Phe Glu Leu Tyr Phe Gly Leu Leu He Phe Val Gly Tyr Met Val 
180 185 190 

gtg gac aca caa gag att ata gaa aag gca cac etc ggt gac atg gac 624 
Val Asp Thr Gin Glu He He Glu Lys Ala His Leu Gly Asp Met Asp 
195 200 205 

tat gta aaa cat teg ttg acc ctt ttc act gac ttt gta get gtg ttt 672 
Tyr Val Lys His Ser Leu Thr Leu Phe Thr Asp Phe Val Ala Val Phe 
210 215 220 

gtt egg att etc ate ata atg ttg aag aac tea gca gat aaa gaa gag 720 
Val Arg He Leu He He Met Leu Lys Asn Ser Ala Asp Lys Glu Glu 
225 230 235 240 

aag aag aag aaa agg aga aac tgaggggatg taaagtaaat ttaactttat 771 
Lys Lys Lys Lys Arg Arg Asn 
245 



ggttgttatc gtgtgtggcc actttgaaga tattacttgt tagcactctc tattggtgac 831 
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cagacatgtt tccactaaaa aggatctgct tgtttcactt ctgcacaagt accatcttca 891 
gattgtaaat gactcgagtg ttgttcttct tttcataaac ttttgttctt taagagtttg 951 
gttctactga ttgcatctta ccaagctaag aataatgtag gaaaatgata atcctgttta 1011 
aattttctaa aatgtgtgca tttcagaaaa aaaaaaaaaa aaaaaaaaaa aaaaaa 1067 



<210> 4 
<211> 247 
<212> PRT 

<213> Arabidopsis thaliana 

\ 

<400> 4 

Met Asp Ala Phe Ser Ser Phe Phe Asp Ser Gin Pro Gly Ser Arg Ser 
1 5 . 10 15 . 

Trp Ser Tyr Asp Ser Leu Lys Asn Phe Arg Gin He Ser Pro Ala Val 
20 25 30 

Gin Asn His Leu Lys Arg Val Tyr Leu Thr Leu Cys Cys Ala Leu Val 
35 40 45 

Ala Ser Ala Phe Gly Ala Tyr Leu His Val Leu Trp Asn He Gly Gly 
50 55 60 



He Leu Thr Thr He Gly Cys He Gly Thr Met He Trp Leu Leu Ser 
65 70 75 80 

Cys Pro Pro Tyr Glu His Gin Lys Arg Leu Ser Leu Leu Phe Val Ser 
85 90 95 

Ala Val Leu Glu Gly Ala Ser Val Gly Pro Leu He Lys Val Ala He 
100 105 110 ^ 

i 

Asp Val Asp Pro Ser He Leu He Thr Ala Phe Val Gly Thr Ala He 
115 120 125 

Ala Phe Val Cys Phe Ser Ala Ala Ala Met Leu Ala Arg Arg Arg Glu 
130 135 140 

Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser Met Leu Met 
145 150 155 160 

Trp Leu Gin Phe Ala Ser Ser He Phe Gly Gly Ser Ala Ser He Phe 
165 170 175 



Lys Phe Glu Leu Tyr Phe Gly Leu 
180 

Val Asp Thr Gin Glu He He Glu 
195 200 

Tyr Val Lys His Ser Leu Thr Leu 
210 215 



Leu He Phe Val Gly Tyr Met Val 
185 190 

Lys Ala His Leu Gly Asp Met Asp 
205 

Phe Thr Asp Phe Val Ala Val Phe 
220 
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Val Arg lie Leu lie lie Met Leu Lys Asn Ser Ala Asp Lys Glu Glu 
225 230 235 240 

Lys Lys Lys . Lys Arg Arg Asn 
245 



<210> 5 
<211> 1160 
<212> DNA 

<213> Nicotiana tabacum 

<220> 

<221> CDS 

<222> (1) . . (747) 

<223> coding for Bll-protein 

<400> 5 

atg gag tct tgc aca teg ttc ttc aat tea cag teg gcg teg tct cgc 48 
Met Glu Ser Cys Thr Ser Phe Phe Asn Ser Gin Ser Ala Ser Ser Arg 
,1 5 10 15 

aat cgc tgg agt tac gat tct ctt aag aac ttc cgc cag ate tct ccc 96 
Asn Arg Trp Ser Tyr Asp Ser Leu Lys Asn Phe Arg- Gin lie Ser Pro 
20 25 30 

ttt gtt caa act cat etc aaa aag gtc tac ctt tea tta tgt tgt get 144 
Phe Val Gin Thr His Leu Lys Lys Val Tyr Leu Ser Leu. Cys Cys Ala 
35 ' 40 45 

tta gtt get teg get get gga get tac ctt cac att ctt tgg aac att 192 
Leu Val Ala Ser Ala Ala Gly Ala Tyr Leu His lie Leu Trp Asn lie 
50 55 60 

ggt ggc tta ctt acg aca ttg gga tgt gtg gga age ata gtg tgg ctg 240 
Gly Gly Leu Leu Thr Thr Leu Gly Cys Val Gly Ser lie Val Trp Leu 
65 70 75 80 

atg gcg aca cct ctg tat gaa gag caa aag agg ata gca ctt ctg atg 288 
Met Ala Thr Pro Leu Tyr Glu Glu Gin Lys Arg lie Ala Leu Leu Met 
85 90 95 

gca get gca ctg ttt aaa gga gca tct att ggt cca ctg att gaa ttg 336 
Ala Ala Ala Leu Phe Lys Gly Ala Ser lie Gly Pro Leu lie Glu Leu 
100 105 110 

get att gac ttt gac cca age att gtg ate ggt get ttt gtt ggt tgt 384 
Ala He Asp Phe Asp Pro Ser He Val He Gly Ala Phe Val Gly Cys 
115 120 125 

get gtg get ttt ggt tgc ttc tea get get gee atg gtg gca agg cgc 432 
Ala Val Ala Phe Gly Cys Phe Ser Ala Ala Ala Met Val Ala Arg Arg 
130 135 140 

aga gag tac ttg tat ctt gga ggt ctt ctt tea tct ggt etc tct ate 480 
Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He 
145 150 155 160 
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ctt ttc tgg ttg cac ttc gcg tec tec att ttt ggt ggt tct atg gee 528 
Leu Phe Trp Leu His Phe Ala Ser Ser He Phe Gly Gly Ser Met Ala 
165 170 175 

ttg ttc aag ttc gag gtt tat ttt ggg etc ttg gtg ttt gtg ggc tat 576 
Leu Phe Lys Phe Glu Val Tyr Phe Gly Leu Leu Val Phe Val Gly Tyr 
180 185 190 

ate att ttt gac acc caa gat ata att gag aag gca cac ctt ggg gat 624 
He jlle Phe Asp Thr Gin Asp He He Glu Lys Ala His Leu Gly Asp 
195 200 205 

\ 

ttg gac tac gtg aag cat get ctg acc etc ttt aca gat ttt gtt get 672 
Leu Asp Tyr Val Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala 
210 215 220 

gtt ttt gtg cga ata tta ate ata atg ctg aag aat gca tec gac aag 720 
Val Phe Val Arg lie' Leu He He Met Leu Lys Asn Ala Ser Asp Lys 
225 230 235 240 

gaa gag aag aag aag aag agg aga aac taatgcataa gcggttattc 767 
Glu Glu Lys Lys Lys Lys Arg Arg Asn 
245 



aaagactctg 


taactctaga 


atctggcatt 


ttcttgttca 


taaacttctg 


tagaccttcg 


827 


acaagtatgt 


tgttaatagt 


ttggtaacgc 


ctcagattaa 


getgegagge 


tctgttatgc 


887 


cgcatgccaa 


tgtggttatg 


gtggtacata 


gatggttttg 


tttccgaagc 


ataccatcaa 


947 


ataacatgea 


tgtttacact 


atatcgataa 


cctacgagtg 


tactacttat 


ttctgctccc 


1007 


ttttgctgtg 


ttaggttgtt 


catgattgta 


tagttgattt 


tccgttatgt 


tagaccatct 


1067 


tjctttcttga 


cgtttaattt 


ctcatattga 


tgggagaaat 


gaaaattcac 


accgtcgccc 


1127 


caacttgttt 


aagactgagg 


cgcaattgta 


gtt 






1160 



<210> 6 
<211> 249 
<212> PRT 

<213> Nicotiana tabacuin 
<400> 6 

Met Glu Ser Cys Thr Ser Phe Phe Asn Ser Gin Ser Ala Ser Ser Arg 
15 10 15 

Asn Arg Trp Ser Tyr Asp Ser Leu Lys Asn Phe Arg Gin He Ser Pro 
20 25 30 

Phe Val Gin Thr His Leu Lys Lys Val Tyr Leu Ser Leu Cys Cys Ala 
35 40 45 



Leu Val Ala Ser Ala Ala Gly Ala Tyr Leu His He Leu Trp Asn He 
50 55 60 
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Gly Gly Leu Leu Thr Thr Leu Gly Cys Val Gly Ser lie Val Trp Leu 
65 70 75 80 

Met Ala Thr Pro Leu Tyr Glu Glu Gin Lys Arg lie Ala Leu Leu Met 
85 90 95 

Ala Ala Ala Leu Phe Lys Gly Ala Ser lie Gly Pro Leu lie Glu Leu 
100 105 110 

Ala He Asp Phe Asp Pro Ser He Val He Gly Ala Phe Val Gly Cys 
115 120 125 

Ala Val Ala Phe Gly Cys Phe Ser Ala Ala Ala Met Val Ala Arg Arg 
130 135 140 

Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He 
145 150 155 160 

Leu Phe Trp Leu His Phe Ala Ser Ser He Phe Gly Gly Ser Met Ala 
165 170 175 

Leu Phe Lys Phe Glu Val Tyr Phe Gly Leu Leu Val Phe Val Gly Tyr 
180 185 190 

He He Phe Asp Thr Gin Asp He He Glu Lys Ala His Leu Gly Asp 
.195 200 205 

Leu Asp Tyr Val Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala 
210 215 220 

Val Phe Val Arg He Leu lie lie Met Leu Lys Asn Ala Ser Asp Lys 
225 230 235 240 

Glu Glu Lys Lys Lys Lys Arg Arg Asn 
245 



<210> 7 
<211> 1056 
<212> DNA 

<213> Oryza sativa 

<220> 

<221> CDS 

<222> (1) . . (747) 

<223> coding for BH-protein 

<400> 7 

atg gac gcc ttc tac teg acc teg teg gcg tac gga gcg gcg gcg age 
Met Asp Ala Phe Tyr Ser Thr Ser Ser Ala Tyr Gly Ala Ala Ala Ser 
1 5 10 15 



ggc tgg ggc tac gac teg ctg aag aac ttc cgc cag ate tec ccc gcc 
Gly Trp Gly Tyr Asp Ser Leu Lys Asn Phe Arg Gin He Ser Pro Ala 
20 25 30 
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gtc cag tec cac etc aag etc gtt tac ctg aca eta tgc gtc gec ctg 144 
Val Gin Ser His Leu Lys Leu Val Tyr Leu Thr Leu Cys Val Ala Leu 
3 5 40 45 

get gcg teg gcg gtg ggc gca tac ctg cac gtc gec ttg aac ate ggc 192 
Ala Ala Ser Ala Val Gly Ala Tyr Leu His Val Ala Leu Asn He Gly 
50 55 60 

ggg atg ttg act atg etc ggg tgc gtg ggg age ate gec tgg ttg ttc 240 
Gly Met Leu Thr Met Leu Gly Cys Val Gly Ser He Ala Trp Leu Phe 
65 j 70 75 80 

« 

teg \gtg cct gtc ttt gag gag agg aag agg ttt ggg att etc ttg gee 288 
Ser Val Pro Val Phe Glu Glu Arg Lys Arg Phe Gly He Leu Leu Ala 
85 90 95 

get gec ctg ctg gaa ggg get tea gtt ggg cct ctg ate aag ctt get 336 
Ala Ala Leu Leu Glu Gly Ala Ser Val Gly Pro Leu He Lys Leu Ala 
100 105 .110 

gta gac ttt gac tea age att etc gta aca gca ttt gtt gga act gee 384 
Val Asp Phe Asp Ser Ser He Leu Val Thr Ala Phe Val Gly Thr Ala 
115 120 125 

att gca ttt ggg tgc ttc act tgc get gec ate gtt gee aag cgt agg 432 
He Ala Phe Gly Cys Phe Thr Cys Ala Ala He Val Ala Lys Arg Arg 
130 135 140 

gag tac etc tac ctt ggt ggt ttg etc tct tct ggc etc tec ate ctg 480 
Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He Leu 
145 150 155 160 

etc tgg ctg cag ttt gee gca tec ate ttt ggc cac tec ace ggc age 528 

Leu Trp Leu Gin Phe Ala Ala Ser He Phe Gly His Ser Thr Gly Ser 
165 170 175 

i 

ttc atg ttt gag gtt tac ttt ggc ctg ttg ate ttc ctg ggg tac atg 576 

Phe Met Phe Glu Val Tyr Phe Gly Leu Leu He Phe Leu Gly Tyr Met 
180 185 190 

gtg tat gac acg cag gag ate ate gag agg get cac cac ggt gac atg 624 
Val Tyr Asp Thr Gin Glu He He Glu Arg Ala His His Gly Asp Met 
195 200 205 

gac tac ate aag cac gca etc ace etc ttc act gac ttc gtg gee gtc 672 
Asp Tyr He Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala Val 
210 215 220 

ctt gtc egg ate etc gtc ate atg etc aag aac gcg tct gac aag teg 720 
Leu Val Arg He Leu Val lie Met Leu Lys Asn Ala Ser Asp Lys Ser 
225 230 235 240 

gag gag aag aag agg aag aag agg tct tgagagcttc tcttcccgct 767 
Glu Glu Lys Lys Arg Lys Lys Arg Ser 
245 



ttgcacataa gaaaaaacca ccgcggctat tgcctctacg tattatgaca gagccgcact 827 
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tcaactgggt tttatggtga atacaagttc ttttgcattt tgttgatacg gtgtgaatct 887 
tctcaggttt gtcgtcgtag tagctttgca aatactagca tgctacatga cacggatctt 947 
tctgtaatgg tggtcgcgtt gatcgaaacg tgaaaacaca tcttcatttg cgactaattt 1007 
gtttgccttt tggtgattga tgatgatcct ttccccaaaa aaaaaaaaa 1056 



<210> 8 
<211> 249 
<212> PRT 

<213> Oryza sativa 
<400> 8 

Met Asp Ala Phe Tyr Ser Thr Ser Ser Ala Tyr Gly Ala Ala Ala Ser 
15 10 15 

Gly Trp Gly Tyr Asp Ser Leu Lys Asn Phe Arg Gin lie Ser Pro Ala 
20 25 30 

Val Gin Ser His Leu Lys Leu Val Tyr Leu Thr Leu Cys Val Ala Leu 
35 40 ■ 45 

Ala Ala Ser Ala Val Gly Ala Tyr Leu His Val Ala Leu Asn He Gly 
50 55 60 

Gly Met Leu Thr Met Leu Gly Cys Val Gly Ser He Ala Trp Leu Phe 
65 70 75 80 

Ser Val Pro Val Phe Glu Glu Arg Lys Arg Phe Gly He Leu Leu Ala 
85 90 95 

Ala Ala Leu Leu Glu Gly Ala Ser Val Gly Pro Leu He Lys Leu Ala 
100 105 110 

Val Asp Phe Asp Ser Ser He Leu Val Thr Ala Phe Val Gly Thr Ala 
115 120 125 

He Ala Phe Gly Cys Phe Thr Cys Ala Ala He Val Ala Lys Arg Arg 
130 135 140 

Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He Leu 
145 150 155 160 

Leu Trp Leu Gin Phe Ala Ala Ser He Phe Gly His Ser Thr Gly Ser 
165 170 175 



Phe Met Phe Glu Val Tyr Phe Gly Leu Leu He Phe Leu Gly Tyr Met 
180 185 190 

Val Tyr Asp Thr Gin Glu He He Glu Arg Ala His His Gly Asp Met 
195 200 205 

Asp Tyr He Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala Val 
210 215 220 
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Leu Val Arg lie Leu Val lie Met Leu Lys Asn Ala Ser Asp Lys Ser 

225 230 235 240 

Glu Glu Lys Lys Arg Lys Lys Arg Ser 
245 



<210> 9 
<211> 973 
<21^> DNA 

<213> Brassica napus 

\ 

<220> 

<221> CDS 

<222> (1) . . (741) 

<223> coding for Bll-protein 



<400> 9 

atg gat tea ttc teg tec ttc ttc gat tct caa cct ggt age aga age 48 

Met Asp Ser Phe Ser Ser Phe Phe Asp Ser Gin Pro Gly Ser Arg Ser 

1 5 10 15 

tgg age tat gat tct etc aaa aac etc cgt cag att tct ccc tec gtc 96 
Trp Ser Tyr Asp Ser Leu Lys Asn Leu Arg Gin lie Ser Pro Ser Val 
20 25 30 

cag aat cat etc aag agg gtt tat etc act ctg tgt tgt get etc gtt 144 
Gin Asn His Leu Lys Arg Val Tyr Leu Thr Leu Cys Cys Ala Leu Val 
35 40 45 

gcg tct gcg ttt gga get tac etc cac gtg etc tgg aac ata ggt ggt 192 
Ala Ser Ala Phe Gly Ala Tyr Leu His Val Leu Trp Asn lie Gly Gly 
50 55 60 

a'tt etc act ace att gga tgc ttt gga age atg att tgg ctg etc tec 240 
lie Leu Thr Thr lie Gly Cys Phe Gly Ser Met lie Trp Leu Leu Ser 
65 70 75 80 

tgt cct cct tat gaa caa caa aag agg ctt tec ctt ctg ttt ctg tct 288 
Cys Pro Pro Tyr Glu Gin Gin Lys Arg Leu Ser Leu Leu Phe Leu Ser 
85 90 95 

get gtt etc gaa ggt get tea gtt ggt ccc ttg ate aaa gtg gca gtt 336 
Ala Val Leu Glu Gly Ala Ser Val Gly Pro Leu He Lys Val Ala Val 
100 105 110 

gat ttt gac cca age ate etc ate act gcg ttt gtc gga act gcg ata 3 84 
Asp Phe Asp Pro Ser He Leu He Thr Ala Phe Val Gly Thr Ala He 
115 120 125 

gee ttt ate tgt ttc tea ggg gca gcg atg ttg gca aga cgc aga gag 432 
Ala Phe He Cys Phe Ser Gly Ala Ala Met Leu Ala Arg Arg Arg Glu 
130 135 140 



tac etc tac etc gga gga ctg ctt tea tct ggc ttg tec atg ctt atg 480 
Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser Met Leu Met 
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145 150 155 160 

tgg ctt cag ttt gcc tct tec ate ttt ggt ggc tct gca tec ate ttt 528 
Trp' Leu Gin. Phe Ala Ser Ser lie Phe Gly Gly Ser Ala Ser lie Phe 
165 170 175 

aag ttt gag etc tac ttt gga etc ttg ate ttt gtg gga tac atg gtg 576 
Lys Phe Glu Leu Tyr Phe Gly Leu Leu lie Phe Val Gly Tyr Met Val 
180 185 190 

gtg gac act caa gat att ata gag aag gcc cac etc ggt gac atg gat 624 
Val Asp Thr Gin Asp lie lie Glu Lys Ala His Leu Gly Asp Met Asp 
195 200 205 

tac gtg aaa cat teg ttg ace ctt ttc ace gat ttt gta get gtg ttt 672 
Tyr Val Lys His Ser Leu Thr Leu Phe Thr Asp Phe Val Ala Val Phe 
210 215 220 

gtt cgt gtt etc ate att atg ctg aag aac teg gca gat aaa gaa gat 720 
Val Arg Val Leu lie lie Met Leu Lys Asn Ser Ala Asp Lys Glu Asp 
225 230 235 240 

aaa aag aag agg agg agg aac tgagactaaa aagtgagaaa gaaagctaaa 771 
Lys Lys Lys Arg Arg Arg Asn 
245 

tagagtgggt gttatgtgtg tttcaaaaaa taaaaaagag tgggtgttat aagtacagac 831 
atgatagcgt tggtgttttt tacttgtttg gaacagtttt ggtaacaaca cacgttacgt 891 
atttgtgtat tcctcttagt gactccagat tgtgaatgga tcagtatctt gaaactgtgt 951 
tgaaaattat cagttgggag ct 973 



<210> 10 
<211> 247 
<212> PRT 

<213> Brassica napus 
<400> 10 

Met Asp Ser Phe Ser Ser Phe Phe Asp Ser Gin Pro Gly Ser Arg Ser 
15 10 15 

Trp Ser Tyr Asp Ser Leu Lys Asn Leu Arg Gin lie Ser Pro Ser Val 
20 25 30 

Gin Asn His Leu Lys Arg Val Tyr Leu Thr Leu Cys Cys Ala Leu Val 
35 40 45 

Ala Ser Ala Phe Gly Ala Tyr Leu His Val Leu Trp Asn lie Gly Gly 
50 55 60 

lie Leu Thr Thr lie Gly Cys Phe Gly Ser Met lie Trp Leu Leu Ser 
65 70 75 80 



Cys Pro Pro Tyr Glu Gin Gin Lys Arg Leu Ser Leu Leu Phe Leu Ser 



13 



85 90 95 

Ala Val Leu Glu Gly Ala Ser Val Gly Pro Leu lie Lys Val Ala Val 
100 105 110 

Asp Phe Asp Pro Ser lie Leu lie Thr Ala Phe Val Gly Thr Ala lie 
115 120 125 

Ala Phe lie Cys Phe Ser Gly Ala Ala Met Leu Ala Arg Arg Arg Glu 
130 135 140 

i 

Tyr tLeu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser Met Leu Met 
145 \ 150 155 160 

Trp Leu Gin Phe Ala Ser Ser lie Phe Gly Gly Ser Ala Ser lie Phe 
165 170 175 

Lys Phe Glu Leu Tyr Phe Gly Leu Leu lie Phe Val Gly Tyr Met Val 
180 185 190 

Val Asp Thr Gin Asp lie He Glu Lys Ala His Leu Gly Asp Met Asp 
195 200 205 

Tyr Val Lys His Ser Leu Thr Leu Phe Thr Asp Phe Val Ala Val Phe . 
210 215 220 

Val Arg Val Leu He He Met Leu Lys Asn Ser Ala Asp Lys Glu Asp 
225 230 235 240 

Lys Lys Lys Arg Arg Arg Asn 
245 



<210> 11 

<211> 747 

<;212> DNA 

<213> Glycine max 

<220> 

<221> CDS 

<222> (1) . . (744) 

<223> coding for Bll-protein 

<400> 11 

cga ttg caa gca atg gac gcc ttc aat tec ttc ttc gat tea aga aac 48 

Arg Leu Gin Ala Met Asp Ala Phe Asn Ser Phe Phe Asp Ser Arg Asn 
15 10 15 

cga tgg aat tac gat act etc aaa aac ttc cgt cag att tct ccg gtc 96 
Arg Trp Asn Tyr Asp Thr Leu Lys Asn Phe Arg Gin He Ser Pro Val 
20 25 30 

gtg cag aat cac ctg aag cag gtt tat ttt act ctg tgt ttt gcc gtg 144 
Val Gin Asn His Leu Lys Gin Val Tyr Phe Thr Leu Cys Phe Ala Val 
35 40 45 

gtt get gcg get gtc ggg get tac ctt cat gtc etc ttg aac att ggg 192 
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Val Ala Ala Ala Val Gly Ala Tyr Leu His Val Leu Leu Asn He Gly 
50 55 60 

ggt ttt ctt. act aca gtg gca tgc atg gga age age ttt tgg tta etc 240 
Gly Phe Leu Thr Thr Val Ala Cys Met Gly Ser Ser Phe Trp Leu Leu 
65 70 75 80 

tec aca cct cct ttt gaa gag agg aag agg gtg act ttg ttg atg gec 288 
Ser Thr Pro Pro Phe Glu Glu Arg Lys Arg Val Thr Leu Leu Met Ala 
85 90 95 

gca tea ctg ttt cag ggt tec tct att gga ccc ttg att gat ttg get 336 
Ala Ser Leu Phe Gin Gly Ser Ser He Gly Pro Leu He Asp Leu Ala 
100 105 110 

att cat ate gat cca age ctt ate ttt agt gca ttt gtg gga aca gee 384 
He His He Asp Pro Ser Leu He Phe Ser Ala Phe Val Gly Thr Ala 
115 120 125 

ttg gee ttt gca tgc ttc tea gga gca get ttg gtt get agg cgt agg 432 
heu Ala Phe Ala Cys Phe Ser Gly Ala Ala Leu Val Ala Arg Arg Arg 
130 135 140 

gag tac ctg tac ctt ggt ggc ttg gtt tct tct gga ttg tec ate ctt 480 
Glu Tyr Leu Tyr Leu Gly Gly Leu Val Ser Ser Gly Leu Ser He Leu 
145 150 155 160 

etc tgg ttg cac ttt get tct tec ate ttt gga ggc tea aca get etc 528 
Leu Trp Leu His Phe Ala Ser Ser He Phe Gly Gly Ser Thr Ala Leu 
165 170 175 

ttt aag ttt gag ttg tac ttt ggg ctt ttg gtg ttt gta ggt tac att 576 
Phe Lys Phe Glu Leu Tyr Phe Gly Leu Leu Val Phe Val Gly Tyr He 
180 185 190 

gta gta gac acc caa gaa ata gtt gag agg gca cac ttg ggc gat ctg 624 
Val Val Asp Thr Gin Glu He Val Glu Arg Ala His Leu Gly Asp Leu 
195 200 205 

gac tat gta aag cat gec ttg acc ttg ttt acc gat ttg gtc gca gtt 672 
Asp Tyr Val Lys His Ala Leu Thr Leu Phe Thr Asp Leu Val Ala Val 
210 215 220 

ttt gtc egg att ctt gtt att atg ttg aag aat teg act gag agg aat 720 
Phe Val Arg He Leu Val He Met Leu Lys Asn Ser Thr Glu Arg Asn 
225 230 235 240 

gag aag aaa aag aag aga aga gat tga 747 
Glu Lys Lys Lys Lys Arg Arg Asp 
245 



<210> 12 

<211> 248 

<212> PRT 

<213> Glycine max 
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<400> 12 

Arg Leu Gin Ala Met Asp Ala Phe Asn Ser Phe Phe Asp Ser Arg Asn 
1 5 10 15 

Arg Trp Asn Tyr Asp Thr Leu Lys Asn Phe Arg Gin lie Ser Pro Val 
20 25 30 

Val Gin Asn His Leu Lys Gin Val Tyr Phe Thr Leu Cys Phe Ala Val 
35 40 45 

Val | Ala Ala Ala Val Gly. Ala Tyr Leu His Val Leu Leu Asn He Gly \ 
50 55 60 

Gly 'Phe Leu Thr Thr Val Ala Cys Met Gly Ser Ser Phe Trp Leu Leu 
65 . 70 75 80 

Ser Thr Pro Pro Phe Glu Glu Arg Lys Arg Val Thr Leu Leu Met Ala 
85 90 95 

Ala Ser Leu Phe Gin Gly Ser Ser He Gly Pro Leu He Asp Leu Ala 
100 105 110 

He His He Asp Pro Ser Leu He Phe Ser Ala Phe Val Gly Thr Ala 
115 120 125 

Leu Ala Phe Ala Cys Phe Ser Gly Ala Ala Leu Val Ala Arg Arg Arg 
130 135 140 

Glu Tyr Leu Tyr Leu Gly Gly Leu Val Ser Ser Gly Leu Ser He Leu 
145 150 155 160 

Leu Trp Leu His Phe Ala Ser Ser He Phe Gly Gly Ser Thr Ala Leu 
165 170 175 

Phe Lys Phe Glu Leu Tyr Phe Gly Leu Leu Val Phe Val Gly Tyr He 
i 180 185 190 

Val Val Asp Thr Gin Glu He Val Glu Arg Ala His Leu Gly Asp Leu 
195 200 205 

Asp Tyr Val Lys His Ala Leu Thr Leu Phe Thr Asp Leu Val Ala Val 
210 215 220 

Phe Val Arg He Leu Val He Met Leu Lys Asn Ser Thr Glu Arg Asn 
225 230 235 240 

Glu Lys Lys Lys Lys Arg Arg Asp 
245 



<210> 13 
<211> 1510 
<212> DNA 
<213> Glycine max 

<220> 

<221> misc_f eature 
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i 



<222> (1046) . . (1095) 
<223> n is a, c, g, or t 



<220> 

<221> CDS 

<222> (1) . . (777) 

<223> coding for BI-1 protein 

<400> 13 

ate acg aaa act ata cga ttc gat tec ttg ttt teg atg gac act ttc 48 
lie Thr Lys Thr lie Arg Phe Asp Ser Leu Phe Ser Met Asp Thr Phe 
15 10 15 

ttc aag tec cca tct tct tct tct teg aga age cgc tgg agt tac gat 96 
Phe Lys Ser Pro Ser Ser Ser Ser Ser Arg Ser Arg Trp Ser Tyr Asp 
20 25 30 

act etc aag aat ttc cgc gag ate tct ccg etc gtt cag aat cac ate 144 
Thr Leu Lys Asn Phe Arg Glu He Ser Pro Leu Val Gin Asn His He 
35 40 45 

aaa ctg gtt tat ttt acg tta tgt tgc get gtg gtg get get get gtt 192 
Lys Leu Val Tyr Phe Thr Leu Cys Cys Ala Val Val- Ala Ala Ala Val 
50 55 60 

gga get ttc ctt cat gtt ctg tgg aac att ggc ggt ttt etc ace acg 240 
Gly Ala Phe Leu His Val Leu Trp Asn He Gly Gly Phe. Leu Thr Thr 
65 70 75 80 

ttg get tec att ggg age atg ttt tgg ttg eta tct aca ccc cct ttt 2 88 
Leu Ala Ser He Gly Ser Met Phe Trp Leu Leu Ser Thr Pro Pro Phe 
85 90 95 

gaa gag caa aag agg ttg tct ctg ttg atg get teg gee ctg ttt cag 336 
Glu Glu Gin Lys Arg Leu Ser Leu Leu Met Ala Ser Ala Leu Phe Gin 
100 105 110 

ggt get tec att gga cct ctg att gat ttg get ttt gee att gat cct 384 
Gly Ala Ser He Gly Pro Leu He Asp Leu Ala Phe Ala He Asp Pro 
115 120 125 

ggc ctt ate att ggc gca ttt gtg gca act tct ttg get ttt get tgc 432 
Gly Leu He He Gly Ala Phe Val Ala Thr Ser Leu Ala Phe Ala Cys 
130 135 140 

ttt tct gca gta gee tta gtt gca agg cga agg gag tac etc tac ctt 480 
Phe Ser Ala Val Ala Leu Val Ala Arg Arg Arg Glu Tyr Leu Tyr Leu 
145 150 155 160 

ggt ggt ttg ctt tct tct tgg ctt tec att ctt atg tgg. ttg cac tct 528 
Gly Gly Leu Leu Ser Ser Trp Leu Ser He Leu Met Trp Leu His Ser 
165 170 175 

gat tec tct etc ttt ggg ggc tea att gca etc ttc aag ttt gag ctg 576 
Asp Ser Ser Leu Phe Gly Gly Ser He Ala Leu Phe Lys Phe Glu Leu 
180 185 190 
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tac ttt ggg ctt ttg gtg ttt gtg ggc tac gtt ata gta gac act caa 624 
Tyr Phe Gly Leu Leu Val Phe Val Gly Tyr Val lie Val Asp Thr Gin 
195 200 205 

gaa att att gaa agg get cac ttt ggt gac ctg gat tat gtg aag cat 672 
Glu lie lie Glu Arg Ala His Phe Gly Asp Leu Asp Tyr Val Lys His 
210 215 220 

gca ttg aca ttg ttc act gat ttg get gca ate ttt gtg cga att ctt 720 
Ala , Leu Thr Leu Phe Thr . Asp Leu Ala Ala lie Phe Val Arg lie Leu 
225 i 230 235 240 

\ 
\ 

att ata atg ttg aag aat tea tct gag aga aat gag aag aag aag aaa 768 
lie lie Met Leu Lys Asn Ser Ser Glu Arg Asn Glu Lys Lys Lys Lys 
245 250 255 

agg aga gat tagtaggctg accgaccgac tcgagctcag gcttctctac 817 
Arg Arg Asp 

agtaatttag tttgtggaga atacataatt agctgtttag atgatgttgg tcccttgtgt 877 
agttagttag ctatgtgttt gctgtaatgg taaatgtcag gatttctttt aaacatcttc 937 
atatgtattt gecaatatea taatgtgtcg tataacatca taccttggtt taaaaaaaaa 997 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaann nnnnnnnnnn 1057 
nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn nnnnnnnngg tgtttgtggg etaegttata 1117 
gtagacactc aagtaatcat tgagagggct cactttggtg acctggatta tgttaagcat 1177 
gcattgacac tgttcactga tttggctgca atctttgtgc gaattcttaa tataatgttg 1237 

aataattcat ctaagagaaa tgagaagaag aggaggagag attaataggt tgaccgattg 1297 

i 

ctatgtgtag agtaatttgg tttgtagaga atacataatt agctgtttag aagttgttgg 1357 
tccccttgtg tagttagtag ttagctatgt gtttgctgta atggtaaatg tcaggatttc 1417 
ttttaaacat tttcatatgt atttgetaat aatcataata tatagtataa acatcattcc 1477 
ttggtttaaa aaaagaaaaa aaaaaaaaaa aaa 1510 



<210> 14 

<211> 259 

<212> PRT 

<213> Glycine max 

<400> 14 

lie Thr Lys Thr lie Arg Phe Asp Ser Leu Phe Ser Met Asp Thr Phe 
1 5 10 15 

Phe Lys Ser Pro Ser Ser Ser Ser Ser Arg Ser Arg Trp Ser Tyr Asp 
20 25 30 
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Thr Leu Lys Asn Phe Arg Glu lie Ser Pro Leu Val Gin Asn His lie 
35 40 45 

Lys Leu Val Tyr Phe Thr Leu Cys Cys Ala Val Val Ala Ala Ala Val 
50 55 60 

Gly Ala Phe Leu His Val Leu Trp Asn lie Gly Gly Phe Leu Thr Thr 
65 70 . 75 80 

Leu Ala Ser lie Gly Ser Met Phe Trp Leu Leu Ser Thr Pro Pro Phe 
85 90 95 

Glu Glu Gin Lys Arg Leu Ser Leu Leu Met Ala Ser Ala Leu Phe Gin 
100 105 110 

Gly Ala Ser lie Gly Pro Leu lie Asp Leu Ala Phe Ala lie Asp Pro 
115 120 125 

Gly Leu lie lie Gly Ala Phe Val Ala Thr Ser Leu Ala Phe Ala Cys 
130 135 140 

Phe Ser Ala Val Ala Leu Val Ala Arg Arg Arg Glu Tyr Leu Tyr Leu 
145 150 155 160 

Gly Gly Leu Leu Ser Ser Trp Leu Ser lie Leu Met Trp Leu His Ser 
-165 170 175 

Asp Ser Ser Leu Phe Gly Gly Ser lie Ala Leu Phe Lys. Phe Glu Leu 
180 185 . 190 

Tyr Phe Gly Leu Leu Val Phe Val Gly Tyr Val lie Val Asp Thr Gin 
195 200 205 

Glu lie lie Glu Arg Ala His Phe Gly Asp Leu Asp Tyr Val Lys His 
210 215 220 

Ala Leu Thr Leu Phe Thr Asp Leu Ala Ala lie Phe Val Arg lie Leu 
225 230 235 240 

lie lie Met Leu Lys Asn Ser Ser Glu Arg Asn Glu Lys Lys Lys Lys 
245 250 255 



Arg Arg Asp 



<210> 15 
<211> 651 
<212> DNA 

<213> Triticum aestivum 

<220> 

<221> CDS 

<222> (1) . . (651) 

<223> coding for BI-1 protein 



<400> 15 
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gtc gca atg ccg ggt cga cga ttt cgt ctg acc tat get ttg cct ggc 48 
Val Ala Met Pro Gly Arg Arg Phe Arg Leu Thr Tyr Ala Leu Pro Gly 
1 5 10 '15 

etc ate tgc cgt ggg tgc tta cct gca cat tgc cct gaa cat tgg egg 96 
Leu lie Cys Arg Gly Cys Leu Pro Ala His Cys Pro Glu His Trp Arg 
20 25 30 

gat get gac aat get cgc gtg tat egg aac cat cgc ctg gat gtt etc 144 
Asp Ala Asp Asn Ala Arg Val Tyr Arg Asn His Arg Leu Asp Val Leu 
i 35 " 40 45 

ggt \gcc agt eta cga gga gag gaa gag gtt tgg get get gat ggg tgc 192 
Gly kla Ser Leu Arg Gly Glu Glu Glu Val Trp Ala Ala Asp Gly Cys 
50 55 60 

age etc ctg gaa ggg get tea gtt gga cct ctg att gag ctt gee ata 240 
Ser Leu Leu Glu Gly Ala Ser Val Gly Pro Leu lie Glu Leu Ala lie 
65 70 75 80 

gac ttt gac cca agt ate etc gtg aca ggg ttt gtc gga acc gee ate 288 
Asp Phe Asp Pro Ser lie Leu Val Thr Gly Phe Val Gly Thr Ala He 
85 90 95 

gee ttc ggg tgc ttc tct ggc gee gec ate ate gee aag cgc agg gag 336 
Ala Phe Gly Cys Phe Ser Gly Ala Ala He He Ala Lys Arg Arg Glu 
100 105 110 

tac ctg tac etc ggt ggt ctg etc tec tec ggc ctg teg ate ctg etc 384 
Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He Leu Leu 
115 120 125 

tgg ctg cag ttt gee acg tec ate ttt ggc cac tec tct ggc age ttc 432 

Trp Leu Gin Phe Ala Thr Ser He Phe Gly His Ser Ser Gly Ser Phe 

130 135 140 

t 

atg ttt gag gtt tac ttt ggc ctg ttg ate ttc ctg gga tac atg gtg 480 

Met Phe Glu Val Tyr Phe Gly Leu Leu He Phe Leu Gly Tyr Met Val 

145 150 155 160 

tac gac acg cag gag ate ate gag agg gcg cac cac ggc gac atg gat 528 
Tyr Asp Thr Gin Glu He He Glu Arg Ala His His Gly Asp Met Asp 
165 170 175 

tac ate aag cac gcg etc acc etc ttc acc gac ttc gtc gee gtt etc 576 
Tyr He Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala Val Leu 
180 185 190 

gtc cgc gtc etc ate ate ttg etc aag aac gca gcg gac aag gtc gga 624 
Val Arg Val Leu He He Leu Leu Lys Asn Ala Ala Asp Lys Val Gly 
195 200 205 

ggc caa gaa gag gag gaa gag aag tec 651 
Gly Gin Glu Glu Glu Glu Glu Lys Ser 
210 215 
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<210> 16 
<211> 217 
<212> PRT 

<213> Triticum aestivum 
<400> 16 

Val Ala Met Pro Gly Arg Arg Phe Arg Leu Thr Tyr Ala Leu Pro Gly 
15 10 15 

Leu lie Cys Arg Gly Cys Leu Pro Ala His Cys Pro Glu His Trp Arg 
20 25 30 

Asp Ala Asp Asn Ala Arg Val Tyr Arg Asn His Arg Leu Asp Val Leu 
35 40 45 

Gly Ala Ser Leu Arg Gly Glu Glu Glu Val Trp Ala Ala Asp Gly Cys 
50 55 60 

Ser Leu Leu Glu Gly Ala Ser Val Gly Pro Leu lie Glu Leu Ala lie 
65 70 75 80 

Asp Phe Asp Pro Ser He Leu Val Thr Gly Phe Val Gly Thr Ala He 
85 90 95 

Ala Phe Gly Cys Phe Ser Gly Ala Ala He He Ala Lys Arg Arg Glu 
100 105 110 

Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser. He Leu Leu 
115 120 125 

Trp Leu Gin Phe Ala Thr Ser He Phe Gly His Ser Ser Gly Ser Phe 
130 135 140 

Met Phe Glu Val Tyr Phe Gly Leu Leu He Phe Leu Gly Tyr Met Val 
145 150 155 160 

Tyr Asp Thr Gin Glu He He Glu Arg Ala His His Gly Asp Met Asp 
165 170 175 

Tyr He Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala Val Leu 
180 185 190 

Val Arg Val Leu He He Leu Leu Lys Asn Ala Ala Asp Lys Val Gly 
195 200 205 

Gly Gin Glu Glu Glu Glu Glu Lys Ser 
210 215 



<210> 17 
<211> 412 
<212> DNA 
<213> Zea mays 

<220> 

<221> CDS 

<222> (3) . . (410) 
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<223> coding for Bll-protein 
<400> 17 

tt gtt att gac ttg gat teg agg att etc gtc act gcg ttc gtc ggg 47 
Val lie Asp Leu Asp Ser Arg lie Leu Val Thr Ala Phe Val Gly 
15 10 15 

acc gca gtt get ttt gca tgc ttc tct ggc get gee ate ate gee aag 95 
Thr Ala Val Ala Phe Ala Cys Phe Ser Gly Ala Ala He He Ala Lys 
20 25 30 

i 

cgc '.agg gaa tac ctg tac etc ggc ggt ctg ctt tea tct ggc etc tec 143 
Arg \Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser 
\ 35 40 45 

att ctt etc tgg ctg cag ttt get act tea ate ttt ggc cac acc age 191 
He Leu Leu Trp Leu Gin Phe Ala Thr Ser He Phe Gly His Thr Ser 
50 55 60 

gcg acc ttc atg ttt gag etc tac ttt ggc etc ctg gtt ttc ctg gga 239 
Ala Thr Phe Met Phe Glu Leu Tyr Phe Gly Leu Leu Val Phe Leu Gly 
65 70 75 

tat atg gtg ttt gac acc cag gag ate ate gag agg gcg cac cgt ggg 2 87 
Tyr Met Val Phe Asp Thr Gin Glu He He Glu Arg Ala His Arg Gly 
80 85 90 95 

gac atg gac tac ate aag cac gcg ctg act etc ttc acc gac ttt gtt 335 
Asp Met Asp Tyr He Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val 
100 105 110 

gcg gtt ctt gtt cga ate ctt gtc ate atg atg aag aat gca cag gag 383 
Ala Val Leu Val Arg He Leu Val He Met Met Lys Asn Ala Gin Glu 
115 120 125 

a'aa tec caa gac gag aag aag agg aag aa 412 
Lys Ser Gin Asp Glu Lys Lys Arg Lys 
130 135 



<210> 18 
<211> 136 
<212> PRT 
<213> Zea mays 

<400> 18 

Val He Asp Leu Asp Ser Arg He Leu Val Thr Ala Phe Val Gly Thr 
15 10 15 

Ala Val Ala Phe Ala Cys Phe Ser Gly Ala Ala He He Ala Lys Arg 
20 25 30 

Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He 
35 40 45 



Leu Leu Trp Leu Gin Phe Ala Thr Ser He Phe Gly His Thr Ser Ala 
50 55 60 
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Thr Phe Met Phe Glu Leu Tyr Phe Gly Leu Leu Val Phe Leu Gly Tyr 
65 70 75 80 

Met Val Phe Asp Thr Gin Glu He He Glu Arg Ala His Arg Gly Asp 
85 90 95 

Met Asp Tyr He Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala 
100 105 110 

Val Leu Val Arg He Leu Val He Met Met Lys Asn Ala Gin Glu Lys 
115 120 125 

Ser Gin Asp Glu Lys Lys Arg Lys 
130 135 



<210> 19 
<211> 345 
<212> DNA 

< t 213> Triticum aestivum 
<220> 

<221> CDS ■ • ■ 

<222> (1) . . (342) 

<400> 19 

gcc gcc ate ate gee aag cgc agg gag tac ctg tac etc ggt ggc ctg 48 

Ala Ala He He Ala Lys Arg Arg Glu Tyr Leu Tyr Leu Gly Gly Leu 
15 10 15 

etc tec tec ggc ctg teg ate ctg etc tgg ctg cag ttt gcc acg tec 96 
Leu Ser Ser Gly Leu Ser He Leu Leu Trp Leu Gin Phe Ala Thr Ser 
20 25 30 

ate ttt ggc cac tec tct ggc age ttc atg ttt gag gtt tac ttt ggc 144 
He Phe Gly His Ser Ser Gly Ser Phe Met Phe Glu Val Tyr Phe Gly 
35 40 45 

ctg ttg ate ttt ctg gga tac atg gtg tac gac acg cag gag ate ate 192 
Leu Leu He Phe Leu Gly Tyr Met Val Tyr Asp Thr Gin Glu He He 
50 55 60 

gag agg gcg cac cac ggc gac atg gac tac ate aag cac gcg etc acc 240 
Glu Arg Ala His His Gly Asp Met Asp Tyr He Lys His Ala Leu Thr 
65 70 75 80 

etc ttc acc gac ttt gtc gcc gtc etc gtc egg ate etc ate ate atg 288 
Leu Phe Thr Asp Phe Val Ala Val Leu Val Arg He Leu He lie Met 
85 90 95 

etc aag aac gca ggc gac aag teg gag gac aag aag aag agg aag agg 336 
Leu Lys Asn Ala Gly Asp Lys Ser Glu Asp Lys Lys Lys Arg Lys Arg 
100 105 110 



agg tec tga 
Arg Ser 



345 
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<210> 20 
. <211> 114 
<212> PRT 

<213> Triticum aestivum 
<400> 20 

Ala Ala lie lie Ala Lys Arg Arg Glu Tyr Leu Tyr Leu Gly Gly Leu 
15 10 15 

l 

Leu i Ser Ser Gly Leu Ser lie Leu Leu Trp Leu Gin Phe Ala Thr Ser 
\ 20 25 30 

lie Phe Gly His Ser Ser Gly Ser Phe Met Phe Glu Val Tyr Phe Gly 
35 40 45 

Leu Leu lie Phe Leu Gly Tyr Met Val Tyr Asp Thr Gin Glu lie lie 
50 55 60 

Glu Arg Ala His His Gly Asp Met Asp Tyr lie Lys His Ala Leu Thr 
65 70 75 80 

Leu Phe Thr Asp Phe Val Ala Val Leu Val Arg lie Leu lie lie Met 
85 90 95 

Leu Lys Asn Ala Gly Asp Lys Ser Glu Asp Lys Lys Lys Arg Lys Arg 
100 105 110 

Arg Ser 



<210> 21 
<211> 403 
<212> DNA 
<213> Zea mays 

<220> 

<221> CDS 

<222> (1) . . (402) ■ 

<223> coding for Bll-protein 

<400> 21 

ggc age ate gee tgg etc ttc teg gtg ccc gtc tac gag gag agg aag 48 

Gly Ser lie Ala Trp Leu Phe Ser Val Pro Val Tyr Glu Glu Arg Lys 
15 10 15 

agg tac tgg ctg.ctg atg gcg get gee etc ctg gaa ggg gcg teg gtt 96 
Arg Tyr Trp Leu Leu Met Ala Ala Ala Leu Leu Glu Gly Ala Ser Val 
20 25 30 

gga ccc etc ate aag etc gee gtg gaa ttt gac cca age ate ctg gtg 144 
Gly Pro Leu lie Lys Leu Ala Val Glu Phe Asp Pro Ser lie Leu Val 
35 40 45 
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aca gcg ttc gtg ggg act gcc att gcg ttc gcg tgc ttc tct tgc gcg 192 
Thr Ala Phe Val Gly Thr Ala He Ala Phe Ala Cys Phe Ser Cys Ala 
50 55 60 

gcc atg gtg gcc aag cgc agg gag tac etc tac ctg ggc ggg ctg etc 240 
Ala Met Val Ala Lys Arg Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu 
65 70 75 80 

tct tct ggc etc tec ate ctg etc tgg ctg cag ttc gcc gcc tec ate 288 
Ser Ser Gly Leu Ser He Leu Leu Trp Leu Gin Phe Ala Ala Ser He 
85 90 95 

ttc ggc cac caa tec act age age ttc atg ttt gag gtc tac ttt ggg 336 
Phe Gly His Gin Ser Thr Ser Ser Phe Met Phe Glu Val Tyr Phe Gly 
100 105 110 

ctg etc ate ttc ctg ggc tac atg gtg tac gac acg cag gag gtc ate 384 
Leu Leu He Phe Leu Gly Tyr Met Val Tyr Asp Thr Gin Glu Val lie 
115 120 125 

gag agg gcg cac cac ggc g 403 
Glu Arg Ala His His Gly 
130 



<210> 22 
<211> 134 
<212> PRT 
<213> Zea mays 

<400> 22 

Gly Ser He Ala Trp Leu Phe Ser Val Pro Val Tyr Glu Glu Arg Lys 
1 5 10 15 

Arg Tyr Trp Leu Leu Met Ala Ala Ala Leu Leu Glu Gly Ala Ser Val 
20 25 30 

Gly Pro Leu lie Lys Leu Ala Val Glu Phe Asp Pro Ser He Leu Val 
35 40 45 

Thr Ala Phe Val Gly Thr Ala He Ala Phe Ala Cys Phe Ser Cys Ala 
50 55 60 

Ala Met Val Ala Lys Arg Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu 
65 70 75 80 

Ser Ser Gly Leu Ser He Leu Leu Trp Leu Gin Phe Ala Ala Ser He 
85 90 95 

Phe Gly His Gin Ser Thr Ser Ser Phe Met Phe Glu Val Tyr Phe Gly 
100 105 110 

Leu Leu He Phe Leu Gly Tyr Met Val Tyr Asp Thr Gin Glu Val He 
115 120 125 



Glu Arg Ala His His Gly 
130 
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<210> 23 
.<211> 410 
<212> DNA 
<213> Zea mays 

<220> 

<221> CDS 

<222> (3) . . (410) 

<22^> coding for Bll-protein 

<400> 23 

gc tgg aac ate ggc gtg agg ctg aca atg etc ggt tgc ate ggc age 47 
Trp Asn lie Gly Val Arg Leu Thr Met Leu Gly Cys lie Gly Ser 
15 10 15 

ate gac tgg etc ttc teg gtg ccc gtc tac gag gag agg aag agg tat 95 
He Asp Trp Leu Phe Ser Val Pro Val Tyr Glu Glu'Arg Lys Arg Tyr 
20 25 30 

ggg ctg ctg atg gcg get gee etc ctg gaa ggc get teg gtc gga ccc 143 
Gly Leu Leu Met Ala Ala Ala Leu Leu Glu Gly Ala Ser Val Gly Pro 
35 .40 45 

etc gtc aag etc gee gtg gaa ttt gac cca age ate ctg gtg acg gcg 191 
Leu Val Lys Leu Ala Val Glu Phe Asp Pro Ser He Leu Val Thr Ala 
50 55 60 

ttc gtg ggg act gee ate gcg ttc gcg tgc ttc tec ggc gcg gee atg 239 
Phe Val Gly Thr Ala He Ala Phe Ala Cys Phe Ser Gly Ala Ala Met 
65 70 75 

gtg gee agg cgc agg gag tac etc tac ctg ggc ggg ctg etc teg teg 287 
Val Ala Arg Arg Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser 
180 85 90 95 

ggg etc tec ate ctg etc tgg ctg cag etc gee gee tec ate ttc ggc 335 
Gly Leu Ser He Leu Leu Trp Leu Gin Leu Ala Ala Ser lie Phe Gly 
100 105 110 

cac tec gca acc age ttc atg ttc gag gtc tac ttc ggg ctg etc ate 383 
His Ser Ala Thr Ser Phe Met Phe Glu Val Tyr Phe Gly Leu Leu He 
115 120 125 

ttc ctg ggc tac gtg gtg tac gac acg 410 
Phe Leu Gly Tyr Val Val Tyr Asp Thr 
130 135 



<210> 24 
<211> 136 
<212> PRT 
<213> Zea mays 



<400> 24 

Trp Asn He Gly Val Arg Leu Thr Met Leu Gly Cys He Gly Ser He 



26 



10 



15 



Asp Trp Leu Phe Ser Val Pro Val Tyr Glu Glu Arg Lys Arg Tyr Gly 
.20 25 30 

Leu Leu Met Ala Ala Ala Leu Leu Glu Gly Ala Ser Val Gly Pro Leu 
35 40 45 

Val Lys Leu Ala Val Glu Phe Asp Pro Ser lie Leu Val Thr Ala Phe 
50 55 60 

Val Gly Thr Ala He Ala Phe Ala Cys Phe Ser Gly Ala Ala Met Val 
65 70 75 80 

Ala Arg Arg Arg Glu Tyr Leu Tyr Leu Gly Gly Leu Leu Ser Ser Gly 
85 90 95 

Leu Ser He Leu Leu Trp Leu Gin Leu Ala Ala Ser He. Phe Gly His 
100 105 . 110 

Ser Ala Thr Ser Phe Met Phe Glu Val Tyr Phe Gly Leu Leu lie Phe 
115 120 125 



Leu Gly Tyr Val Val Tyr Asp Thr 
130 135 



<210> 25 
<211> 463 
<212> DNA 

<213> Triticum aestivum 

<220> 

<221> CDS 

<222> (1) . . (462) 

<223> coding for BH-protein 



<400> 25 

ttc tea ggt acg ttc cgc aat tec 
Phe Ser Gly Thr Phe Arg Asn Ser 
1 5 

gaa ctt cag cga gag etc ccc cga 
Glu Leu Gin Arg Glu Leu Pro Arg 
20 



egg age gac gat ttc gtg etc tgc 48 
Arg Ser Asp Asp Phe Val Leu Cys 
10 15 

tgc egg gac gca acc ttg acg gtc 96 
Cys Arg Asp Ala Thr Leu Thr Val 
25 30 



gta tac gtg ate cca ata gtg ggc cga ata aaa tct gee gcg ggt get 144 
Val Tyr Val He Pro He Val Gly Arg He Lys Ser Ala Ala Gly Ala 
35 40 45 

tac ctg cac att gee ctg aac ate ggt ggg atg ctg aca atg ctt gcg 192 
Tyr Leu His He Ala Leu Asn He Gly Gly Met Leu Thr Met Leu Ala 
50 55 60 

tgt ate gga acc att gee tgg atg ttc tct gtg cca gtc tat gag gag 240 
Cys He Gly Thr He Ala Trp Met Phe Ser Val Pro Val Tyr Glu Glu 
65 70 75 80 
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agg aag agg ttt ggg ctg ctg atg ggt gca gcc etc ctg gaa ggg get 288 
Arg Lys Arg Phe Gly Leu Leu Met Gly Ala Ala Leu Leu Glu Gly Ala 
85 90 95 

teg gtt gga cct ctg att gag ctt gcc ata gac ttt gac cca age ate 336 
Ser Val Gly Pro Leu lie Glu Leu Ala lie Asp Phe Asp Pro Ser lie 
100 105 110 

etc gtg aca ggg ttt gtt gga ace gcc ate gcc ttt ggg tgc ttc tct 384 
Leu, Val Thr Gly Phe Val . Gly Thr Ala He Ala Phe Gly Cys Phe Ser '. 
115 120 125 

\ 

ggc ^cc gcc ate ate gcc aag cgc agg gag tac ctg tac etc gga ggc 432 
Gly Ala Ala He He Ala Lys Arg Arg Glu Tyr Leu Tyr Leu Gly Gly 
130 135 140 

ctg etc tec tec ggc ctg acg ate ctg etc t 463 
Leu Leu Ser Ser Gly Leu Thr He Leu Leu • 
145 150 



<210> 26 
<211> 154 
<212> PRT 

<213> Triticum aestivum 
<400> 26 

Phe Ser Gly Thr Phe Arg Asn Ser Arg Ser Asp Asp Phe Val Leu Cys 
1 5 10 15 

Glu Leu Gin Arg Glu Leu Pro Arg Cys Arg Asp Ala Thr Leu Thr Val 
20 25 30 

Val Tyr Val He Pro He Val Gly Arg He Lys Ser Ala Ala Gly Ala 
i 35 40 45 

Tyr Leu His He Ala Leu Asn He Gly Gly Met Leu Thr Met Leu Ala 
50 55 60 

Cys He Gly Thr He Ala Trp Met Phe Ser Val Pro Val Tyr Glu Glu 
65 70 75 80 

Arg Lys Arg Phe Gly Leu Leu Met Gly Ala Ala Leu Leu Glu Gly Ala 
85 90 95 

Ser Val Gly Pro Leu He Glu Leu Ala He Asp Phe Asp Pro Ser He 
100 105 110 

Leu Val Thr Gly Phe Val Gly Thr Ala He Ala Phe Gly Cys Phe Ser 
115 120 . 125 

Gly Ala Ala He He Ala Lys Arg Arg Glu Tyr Leu Tyr Leu Gly Gly 
130 135 140 



Leu Leu Ser Ser Gly Leu Thr He Leu Leu 
145 150 
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<210> 27 
<211> 388 
<212> DNA 
<213> Zea mays 

<220> 

<221> CDS 

<222> (3) . . (386) 

<223> coding for Bll-protein 

<400> 27 

tc tgg aac ate ggc ggg acg ctg aca atg etc ggt tgc gtc ggc age 47 
Trp Asn lie Gly Gly Thr Leu Thr Met Leu Gly Cys Val Gly Ser 
1 5 10 15 

ate gee tgg etc ttc teg gtg ccc gtc tac gag gag agg aag agg tat 95 
lie Ala Trp Leu Phe Ser Val Pro Val Tyr Glu Glu Arg Lys Arg Tyr 
20 25 30 

ggg ctg ctg atg gcg get gee etc ctg gaa ggc get teg gtc gga ccc 143 
Gly Leu Leu Met Ala Ala Ala Leu Leu Glu Gly Ala Ser Val Gly Pro 
35 40 45 

etc gtc aag etc gee gtg gaa ttt gac cca age ate ctg gtg acg gcg 191 
Leu Val Lys Leu Ala Val Glu Phe Asp Pro Ser He Leu Val Thr Ala 
50 55 60. 

ttc gtg ggg act gee ate gcg ttc gcg tgc ttc tec ggc gcg cca tgg 239 
Phe Val Gly Thr Ala He Ala Phe Ala Cys Phe Ser Gly Ala Pro Trp 
65 70 .75 

tgg cag gee agg gag tac etc tac ctg ggc ggc tgc tct cgt cga ggc 287 
Trp Gin Ala Arg Glu Tyr Leu Tyr Leu Gly Gly Cys Ser Arg Arg Gly 
80 85 90 95 

tct cca tec tgc tct ggc tgc age teg ccg cct cca tct teg gca etc 335 
Ser Pro Ser Cys Ser Gly Cys Ser Ser Pro Pro Pro Ser Ser Ala Leu 
100 105 110 

cgc aac age ttc atg ttc gag gtc tac ttc ggg ctg etc att ctt ctg 383 
Arg Asn Ser Phe Met Phe Glu Val Tyr Phe Gly Leu Leu He Leu Leu 
115 120 125 

ggc ta 3 88 

Gly 



<210> 28 
<211> 128 
<212> PRT 
<213> Zea mays 



<400> 28 

Trp Asn He Gly Gly Thr Leu Thr Met Leu Gly Cys Val Gly Ser He 
15 10 15 
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Ala Trp Leu Phe Ser Val Pro Val Tyr Glu Glu Arg Lys Arg Tyr Gly 
20 25 30 

Leu Leu Met Ala Ala Ala Leu Leu Glu Gly Ala Ser Val Gly Pro Leu 
35 40 45 

Val Lys Leu Ala Val Glu Phe Asp Pro Ser lie Leu Val Thr Ala Phe 
50 55 60 



Val ,Gly Thr Ala lie Ala . Phe Ala Cys Phe Ser Gly Ala Pro Trp Trp ' 



65 



70 



75 



80 



Gin Ala Arg Glu Tyr Leu Tyr Leu Gly Gly Cys Ser Arg Arg Gly Ser 



85 



90 



95 



Pro Ser Cys Ser Gly Cys Ser Ser Pro Pro Pro Ser Ser Ala Leu Arg 
100 105 110 

Asn Ser Phe Met Phe Glu Val Tyr Phe Gly Leu Leu lie Leu Leu Gly 
115 120 125 



<210> 29 

<211> 1737 

<212> DNA 

<213> Solanum tuberosum 



<220> 

<221> promoter 
<222> ' (1) . . (1737) 
<223> patatin promoter 



<400> 29 

aagcttatgt 

t'taaatttgt 

tataacatat 

tcaatttaaa 

aagcaagatt 

acttatatgt 

ttatgcttta 

aatatttttg 

atgtattgtc 

ttgtaattgt 

cactttcagt 

aaatttatcc 

tctttagtga 

catgcagtgt 

accccaacct 

ttcaagtctc 

gtaaacatca 

tcgtcacaca 

tcataatcta 

tccattaaaa 

ataatactaa 

taatatcaga 

aaccaattcc 



tgccatatag 
aatgataaaa 
gaaagacaaa 
tcattgtttt 
gattgcaagc 
ctttgtttag 
gtataatttt 
tcattaaata 
gtagtaccct 
cactacttat 
gacaaaataa 
ctaatttata 
cgatcgtagt 
aaaataaacc 
cagcaaaaga 
atcacacata 
ttaaatcgtc 
aaatttttag 
atttgttgta 
aaaaatatct 
taaagaatag 
gtcgatcatg 
gataaggcga 



agtagtttgt 
tttttattgt 
ttgtgttaca 
attttctctt 
tatgtgtcac 
gagtaatatt 
agttattttt 
aattaattta 
tttttgttga 
gataatattt 
tagatttaat 
catttaagga 
gttgagtcta 
tcaaaaagga 
aaacctccct 
tatttattat 
tttgtatatt 
tgacgaaaca 
gtgatcatta 
ctcttcttat 
aaaaaggaaa 
tgtcaatttt 
gaaatatcat 



gatggtatac 
aaattaaaaa 
tattttactt 
tctttttaca 
cacgttattg 
tgatatgttt 
attatatgat 
tcacaacttg 
atatgaataa 
agtgacatat 
cacaaaatta 
caaagtattt 
gaaatcataa 
cgttcagtcc 
tcaacaagga 
ataatactaa 
tttagtgaca 
tgatttatag 
ctcctttgtt 
gtacgtgaat 
gtgagtgagg 
atcgatatga 
agtattgagt 



ttcataaact 
ttacttataa 
ttgactttaa 
ggtataaaag 
atactttgga 
tagttagatt 
catgggtgaa 
attactttca 
ttttttttat 
atgtcgtcgg 
ttaacctttt 
tttttatata 
tgttgaatct 
atagaggggg 
catttgcggt 
taaagaatag 
actgattgac 
atgatgaaat 
tgttttattt 
ggttggaacg 
ttcgagggag 
ccctaacttc 
ctagaaaaat 



ttaacttatg 
aattgggcat 
tatgaatatt 
gtgaaaattg 
agaaattttt 
ttcttgtcat 
ttttgataca 
gtgacaaaaa 
tttgtgacaa 
taaaagcaaa 
ttataataat 
taaaaaatag 
agaaaaatct 
tgtatgtgac 
gctaaacaat 
aaaaggaaag 
gaaatctttt 
tatttgtccc 
gtcatgttag 
gatctattat 
agaatctgtt 
aactgagttt 
ctcatgtagt 



60 

120 

180 

240 

300 

3 60 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 
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gtggggtaaa 
cctcagcaaa 
ctcatcacac 
acatcactaa 
ttggttatgt 
gcttgttata 



cctcagcaag 
agaaaacctc 
atatatatat 
cgacagttgc 
caaactcaaa 
tgctcaaagc 



gacgttgagt 
ccctcaagaa 
attatataat 
ggtgcaaact 
gtaaaatttc 
accaacaaaa 



ccatagaggg 
ggacatttgc 
actaataaat 
gagtgaggta 
tcaacttgtt 
tttaaaaaca 



gggtgtatgt 

ggtgctaaac 
aatagaaaaa 
ataaacatca 
tacgtgccta 
ctttgaacat 



gacaccccaa 1440 
aatttcaagt 1500 
ggaaaggtaa 1560 
ctaactttta 1620 
tatataccat 1680 
ttgcaaa 1737 



<210> 30 
<211> 1317 
<212> DNA 

<213> Triticum aestivum 
<220> 

<221> promoter 
<222> (1) . . (1317) 

<223> gerinin 9f-3.8 gene promoter 



<400> 30 

gaattcaagc 

tgtcgtgagt 

tatgatgacc 

ggcggtgccc 

ttctgaggag 

acccattagg 

tttaccctcc 

agaagaagag 

agggagctcc 

cggttccacc 

tgtgttcatc 

gaatttgttg 

ggtttttccc 

ttggtgttgt 

attctcccag 

acaattccta 

attctgggag 

taggctgagg 

tatgtttcct 

tactttgttt 

caatatgcca 

ctctcggtaa 



tatcactctc 
tccaagttgc 
aagatattgc 
ccatcatgag 
atgaccattt 
gttatgacct 
atccagcagc 
agaaaaccaa 
tccccaaggt 
atctttggta 
caagattcag 
tatcccacat 
ctcaagttga 
ccagaaactt 
aattgaccct 
gctagttaag 
aagctgggga 
agtgtcttgc 
tccgtgctaa 
tcgctgcagt 
cccgcaactc 
acaacctgta 



gaaccaagca 
tgaaacttga 
gaaataagaa 
tcggaggggg 
gaggcctttt 
agggtcattt 
caccaccaag 
gagagcaagg 
tgtgatggtc 
agattgttct 
aaatcttgat 
ttgataatag 
ggggttttcc 
actcctacca 
ctccccagct 
gtctaattag 

gggggtcaat 

ctgctgctta 
gcaacgatcc 
tatcagttaa 
atccaccata 
gcttatcagt 



cattgatgta 
gaagatccat 
gctacaagca 
agatttgttg 
agccagccca 
tggactttgc 
ggtgacgaaa 
gaagaagagg 
catatccact 
aatccctagt 
gtatgagatc 
tggaagagga 
acgtaaaatc 
caagacacta 
tctcccagaa 
ttaggaattg 
tctggaagaa 
acattttctg 
ttgagttagt 
ccacaagtgc 
gctcagcagc 
ctagctaagc 



aggtatcatt 


ggattccaga 


60 


accgacgaca 


atggttcaga 


120 


tgttgcaagg 


tagcgggcat 


180 


ggatatcctc 


ctcatgtggg 


240 


aagaggtgca 


gaagcccact 


300 


acatgagtgg 


atggggatgc 


360 


atcagttcat 


cctccaagag 


420 


aagattgaag 


gaagaagaaa 


480 


atcttgtctc 


cttcaaactt 


540 


tcttgagccc 


caaatcttgt 


600 


ctctagtgct 


gtctagagaa 


660 


tttgggtggc 


ttcggcccat 


720 


tggtgtctct 


ttgttgatgc 


780 


ggggccagtt 


cttttgggaa 


840 


ttgtcactcc 


atttttcttt 


900 


taaaaaaata 


tcaagtggca 


960 


ttgcccaaaa 


gaactggccc 


1020 


cctccatata 


tgttgttgca 


1080 


acatgatgtg 


gtgctgagat 


1140 


atttgcgtgc 


taattcccaa 


1200 


aaccaccaat 


gccatagaca 


1260 


gtgctgcata 


gcaagca 


1317 



<210> 31 
<211> 959 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<221> promoter 
<222> (1) . . (959) 
<223> CAB-2 promoter 



<400> 31 

gaattcatgt gtgagggcaa ttagtgattg taaaaataaa attgtgtttt gtaaaaaact 60 
tttactgtcg aaattattta gggtgatgaa aaaatcagta aactacgaat gatagcttaa 120 
agagtttcta tcaaagtgat tgaggaatag tttgttgcaa attaaacctc taacaaaatg 180 



31 



ttttctgttg tggtttttca tctctacaaa ttttgaattt tatgatgaat tagaaagata 240 
gaatgagtta ctttagattt taaaaggttg ttcaagttta caaaacagat tactagaatc 300 
atgattaaaa atttacaagc tacatattgt ctaaaccaat gatgttgaac ataccagatg 360 
atagtttttc agtgtttgaa caatcaattg gatagttttt atgtttctgc aaaatatgca 420 
aataatcagt gtttttgagt ctttgcattt tgatttaaaa gcaaaaacaa ctgagtttca 480 
aggttaaatt aattacatta ttcatgagat ttatcaggtt agtggataaa ctgacaatgg 540 
aatcaatgtt attgtaaatt ggtagtgatg ttggacttct aatgttactc tctatgatgt 600 
ttcggtcatc ggtatcacac tatctttact tttatttaaa ggaaagatca cacaaataag 660 
ttatctctat tcagaactat taagctgctt ccaaaagact tgcaacatgt ggtctcgaaa 720 
tgctttggct gcaatgaaaa aatcatagca aaagctagtg gactagagac tgccacataa 780 
gaat-agtaaa cgttaaaacc aaaatctcaa aaatccaatg agtaaagaga tatagattac*. 840 
ttcatagata acaaacgtta ctcgcaattt tcctatataa tccaacccta cctaaccatt 900 
ttcatatcact ctcactcaca agttagtcac caaaaaaaaa aaaaacacaa aaagtttca 959 



<210> 32 
<211> 445 
<212> DNA 
<213> Zea mays 



<220> 

<221> promoter 
<222> (1) . . (445) 
<223> PPCZml promoter 

<400> 32 

gaattccaaa aatagacacg gcaattttct tattcacaga aaaaatataa ctacaactaa 60 
tccccaagtc cacagggatt agggatcaat ctgcaaaact aaaagtactt ttacagttgt 120 
acttggcatg agtcatgtga ccatgagaga ggcgcacggt tcagcaaagc aacataaaat 180 
tctccaaacg ggccccgcca cacacgatca ccatcacccc cgggctcccg acccagtaca 240 
aatagacacg cacactccca actccccacc catctccgcc gcgcacaccg cccaatcagc 300 
caatctcctc ctcctcctcc gctctcagac gagcagcggt tgccatcact ctccacttcc 360 
cacgcccgct gcgggctcgc aggcggcaga gaattgtctg tgccgccggg tgggaatttg 420 
attcggtcgg attccgtgcg ccgcg 445 

i 

<210> 33 
<211> 5455 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: 
recombinant expression vector pUbiBI-1 



<400> 33 

ggggatcctc tagagtcgac ctgcaggcgg 
ccaggacaag cgaggaacct tgcgtgcgag 
cgcgcaggcg caggcgcagg gatggacgcc 
ggctggggcc acgactccct caagaacttc 
ctcaagctcg tttacctgac tctatgcttt 
ctacacattg ccctgaacat cggcgggatg 
gcctggatgt tctcggtgcc agtctatgag 
gcagccctcc tggaaggggc ttcggttgga 
ccaagcatcc tcgtgacagg gtttgtcgga 
gccgccatca tcgccaagcg cagggagtac 
ctgtcgatcc tgctctggct gcagtttgtc 



ccgcactagt gattaggatt ccaacgcgag 60 
gcgaggccgc cccgctccga ttcgattcga 120 
ttctactcga cctcgtcggc ggcggcgagc 180 
cgccagatct cccccgccgt gcagtcccac 240 
gcactggcct catctgccgt gggtgcttac 300 
ctgacaatgc tcgcttgtgt cggaactatc 360 
gagaggaaga ggtttgggct gctgatgggt 420 
cctctgattg agcttgccat agactttgac 480 
accgccatcg cctttgggtg cttctctggc 540 
ctgtacctcg gtggcctgct ctcgtctggc 600 
acgtccatct ttggccactc ctctggcagc 660 
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ttcatgtttg 
caggagatca 
ctcttcaccg 
ggcgacaagt 
atgtagatac 
ctacaaatct 
tcttataggg 
tgtaaaatac 
agctcgaatt 
ggcgttaccc 
gaagaggccc 
ctgatgcggt 
ctcagtacaa 
gctgacgcgc 
gtctccggga 
aagggcctcg 
acgtcaggtg 
atacattcaa 
tgaaaaagga 
gcattttgcc 
gatcagttgg 
gagagttttc 
ggcgcggtat 
tctcagaatg 
acagtaagag 
cttctgacaa 
catgtaactc 
cgtgacacca 
ctacttactc 
ggaccacttc 
ggtgagcgtg 
atcgtagtta 
gctgagatag 
atactttaga 
tttgataatc 
cccgtagaaa 
ttgcaaacaa 
actctttttc 
gtgtagccgt 
ctgctaatcc 
gactcaagac 
acacagccca 
tgagaaagcg 
gtcggaacag 
cctgtcgggt 
cggagcctat 
ccttttgctc 
gcctttgagt 
agcgaggaag 
cattaatgca 
attaatgtga 
cgtatgttgt 
gattacgaat 
ctacggttta 
cttagataca 
attctaataa 
tatatacatg 



aggtttactt 
tcgagagggc 
actttgttgc 
cggaggacaa 
cgtcaccgcg 
atctctctca 
tttcgctcat 
ttctatcaat 
caagcttggc 
aacttaatcg 
gcaccgatcg 
attttctcct 
tctgctctga 
cctgacgggc 
gctgcatgtg 
tgatacgcct 
gcacttttcg 
atatgtatcc 
agagtatgag 
ttcctgtttt 
gtgcacgagt 
gccccgaaga 
tatcccgtat 
acttggttga 
aattatgcag 
cgatcggagg 
gccttgatcg 
cgatgcctgt 
tagcttcccg 
tgcgctcggc 
ggtctcgcgg 
tctacacgac 
gtgcctcact 
ttgatttaaa 
tcatgaccaa 
agatcaaagg 
aaaaaccacc 
cgaaggtaac 
agttaggcca 
tgttaccagt 
gatagttacc 
gcttggagcg 
ccacgcttcc 
gagagcgcac 
ttcgccacct 
ggaaaaacgc 
acatgttctt 
gagctgatac 
cggaagagcg 
gctggcacga 
gttagctcac 
gtggaattgt 
tcccatgcct 
ataattcttg 
tgaagtaaca 
atcagtatgt 
ctcaaacatg 



tggcctgttg 
gcaccatggc 
cgtcctcgtc 
gaagaagagg 
tcgacctgca 
taataatgtg 
gtgttgagca 
aaaatttcta 
actggccgtc 
ccttgcagca 
cccttcccaa 
tacgcatctg 
tgccgcatag 
ttgtctgctc 
tcagaggttt 
atttttatag 
gggaaatgtg 
gctcatgaga 
tattcaacat 
tgctcaccca 
gggttacatc 
acgttttcca 
tgacgccggg 
gtactcacca 
tgctgccata 
accgaaggag 
ttgggaaccg 
agcaatggca 
gcaacaatta 
ccttccggct 
tatcattgca 
ggggagtcag 
gattaagcat 
acttcatttt 
aatcccttaa 
atcttcttga 
gctaccagcg 
tggcttcagc 
ccacttcaag 
ggctgctgcc 
ggataaggcg 
aacgacctac 
cgaagggaga 
gagggagctt 
ctgacttgag 
cagcaacgcg 
tcctgcgtta 
cgctcgccgc 
cccaatacgc 
caggtttccc 
tcattaggca 
gagcggataa 
cgaggatcta 
agttgatttt 
tgctcctaca 
tttaaattat 
cttagataca 



atcttcctgg 
gacatggact 
cgagtcctca 
aagagggggt 
ggcatgcccg 
tgagtagttc 
tataagaaac 
attcctaaaa 
gttttacaac 
catccccctt 
cagttgcgca 
tgcggtattt 
ttaagccagc 
ccggcatccg 
tcaccgtcat 
gttaatgtca 
cgcggaaccc 
caataaccct 
ttccgtgtcg 
gaaacgctgg 
gaactggatc 
atgatgagca 
caagagcaac 
gtcacagaaa 
accatgagtg 
ctaaccgctt 
gagctgaatg 
acaacgttgc 
atagactgga 
ggctggttta 
gcactggggc 
gcaactatgg 
tggtaactgt 
taatttaaaa 
cgtgagtttt 
gatccttttt 
gtggtttgtt 
agagcgcaga 
aactctgtag 
agtggcgata 
cagcggtcgg 
accgaactga 
aaggcggaca 
ccagggggaa 
cgtcgatttt 
gcctttttac 
tcccctgatt 
agccgaacga 
aaaccgcctc 
gactggaaag 
ccccaggctt 
caatttcaca 
acatgcttag 
tactggtact 
gttcctttaa 
tttgatttta 
tgaagtaaca 



ggtacatggt 
acatcaagca 
tcatcatgct 
cctgaacgtw 
ctgaaatcac 
ccagataagg 
ccttagtatg 
ccaaaatcca 
gtcgtgactg 
tcgccagctg 
gcctgaatgg 
cacaccgcat 
cccgacaccc 
cttacagaca 
caccgaaacg 
tgataataat 
ctatttgttt 
gataaatgct 
cccttattcc 
tgaaagtaaa 
tcaacagcgg 
cttttaaagt 
tcggtcgccg 
agcatcttac 
ataacactgc 
ttttgcacaa 
aagccatacc 
gcaaactatt 
tggaggcgga 
ttgctgataa 
cagatggtaa 
atgaacgaaa 
cagaccaagt 
ggatctaggt 
cgttccactg 
ttctgcgcgt 
tgccggatca 
taccaaatac 
caccgcctac 
agtcgtgtct 
gctgaacggg 
gatacctaca 
ggtatccggt 
acgcctggta 
tgtgatgctc 
ggttcctggc 
ctgtggataa 
ccgagcgcag 
tccccgcgcg 
cgggcagtga 
tacactttat 
caggaaacag 
atacatgaag 
tagatagatg 
tcattattga 
ctggtactta 
tgctgctacg 



gtacgacacg 
cgccctcacc 
caagaacgca 
tctcccgcac 
cagtctctct 
gaattagggt 
tatttgtatt 
gtgggtaccg 
ggaaaaccct 
gcgtaatagc 
cgaatggcgc 
atggtgcact 
gccaacaccc 
agctgtgacc 
cgcgagacga 
ggtttcttag 
atttttctaa 
tcaataatat 
cttttttgcg 
agatgctgaa 
taagatcctt 
tctgctatgt 
catacactat 
ggatggcatg 
ggccaactta 
catgggggat 
aaacgacgag 
aactggcgaa 
taaagttgca 
atctggagcc 
gccctcccgt 
tagacagatc 
ttactcatat 
gaagatcctt 
agcgtcagac 
aatctgctgc 
agagctacca 
tgttcttcta 
atacctcgct 
taccgggttg 
gggttcgtgc 
gcgtgagctt 
aagcggcagg 
tctttatagt 
gtcagggggg 
cttttgctgg 
ccgtattacc 
cgagtcagtg 
ttggccgatt 
gcgcaacgca 
gcttccggct 
ctatgaccat 
taacatgctg 
tatatacatg 
gtacctatat 
gatagatgta 
gtttagtcat 



720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 

3780 

3840 

3900 

3960 

4020 

4080 
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tattgagtgc ctataatttc taataaatca gtatgtttta aattattttg attttactgg 4140 

tacttagata gatgtatata tacatgctca aacatgctta gatacatgaa gtaatatgct 4200 

actacggttt aattgttctt gagtacctat atattctaat aaatca'gtat gttttaaatt 4260 

atttcgattt tactggtact tagatagatg tatatataca tgcttagata catgaagtaa 4320 

catgctacta cggtttaatt gttcttgaat acctatatat tctaataaat cagtatgttt 4380 

taaattattt cgattttact ggtacttaga tagatgtata tatacatgct cgaacatgct 4440 

tagatacatg aagtaacatg ctacatatat attataataa atcagtatgt cttaaattat 4500 

tttgatttta ctggtactta gatagatgta tatacatgct caaacatgct tagatacatg 4560 

aagtaacatg ctactacggt ttaatcatta ttgagtacct atatattcta ataaatcagt 4620 

atgttttcaa ttgttttgat tttactggta cttagatata tgtatatata catgctcgaa 4680 

catgcttaga tacgtgaagt aacatgctac tatggttaat tgttcttgag tacctatata'4740 

ttctaataaa tcagtatgtt ttaaattatt tcgattttac tggtacttag atagatgtat 4800 

atafc.acatgc tcgaacatgc ttagatacat gaagtaacat gctactacgg tttaatcgtt 4860 

cttgagtacc tatatattct aataaatcag tatgtcttaa attatcttga ttttactggt 4920 

acttagatag atgtatatac atgcttagat acatgaagta acatgctact atgatttaat 4980 

cgttcttgag tacctatata ttctaataaa tcagtatgtt tttaattatt ttgattttac 5040 

tggtacttag atagatgtat atatacatgc tcgaacatgc ttagatacat gaagtaacat 5100 

gctactacgg tttaatcatt cttgagtacc tatatattct aataaatcag tatgttttta 5160 

attattttga tattactggt acttaacatg tttagataca tcatatagca tgcacatgct 522 0 

gctactgttt aatcattcgt gaatacctat atattctaat atatcagtat gtcttctaat 5280 

tattatgatt ttgatgtact tgtatggtgg catatgctgc agctatgtgt agattttgaa 5340 

tacccagtgt gatgagcatg catggcgcct tcatagttca tatgctgttt atttcctttg 5400 

agactgttct tttttgttga tagtcaccct gttgtttggt gattcttatg caccc 5455 
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<223> Description of the artificial sequence: 

recombinant expression vector pLoll4UbiBI-l 

<400> 34 

aattcactgg ccgtcgtttt acaacgactc agagcttgac aggaggcccg atctagtaac 60 
atagatgaca ccgcgcgcga taatttatcc tagtttgcgc gctatatttt gttttctatc 120 
gcgtattaaa tgtataattg cgggactcta atcataaaaa cccatctcat aaataacgtc 180 
atgcattaca tgttaattat tacatgctta acgtaattca acagaaatta tatgataatc 240 
atcgcaagac cggcaacagg attcaatctt aagaaacttt attgccaaat gtttgaacga 300 
tcggggatca tccgggtctg tggcgggaac tccacgaaaa tatccgaacg cagcaagatc 360 
tagagcttgg gtcccgctca gaagaactcg tcaagaaggc gatagaaggc gatgcgctgc 420 
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gaatcgggag 
tcttcagcaa 
cggccacagt 
gcatcgccat 
aacagttcgg 
ccggcttcca 
caggtagccg 
tcggcaggag 
cagtcccttc 
gccagccacg 
gtcttgacaa 
cagccgattg 
gaacctgcgt 
atttggattg 
cagtggagca 
aacgcgcaat 
ctgagtggct 
cgtcatcggc 
tttcccgcct 
attagattgt 
qggatgttaa 
aatttgttta 
ctcggcacaa 
ttcgccggca 
gaggccgcca 
atcgcgcacg 
ctgcttggcg 
cccaccgagg 
ctggcggccg 
aggacgaacc 
tgttcgagcc 
ctgatgccaa 
gtctaaaaag 
tgatgcgatg 
taaccagaaa 
actcgccggg 
ggcggccgtg 
ccgcgacgtg 
ggcggacttg 
aagcccttac 
ggtcacggat 
catcggcggt 
tatcacgcag 
agaacccgag 
actcatttga 
ggccgtccga 
gccatgaagc 
gcggtacgcc 
gagtaaatga 
ggaaaatcaa 
cggttggcca 
caagcccgag 
gcgctgggtg 
atcgaggcag 
gaatcccggc 
gagcaaccag 
atcatggacg 



cggcgatacc 
tatcacgggt 
cgatgaatcc 
gggtcacgac 
ctggcgcgag 
tccgagtacg 
gatcaagcgt 
caaggtgaga 
ccgcttcagt 
atagccgcgc 
aaagaaccgg 
tctgttgtgc 
gcaatccatc 
agagtgaata 
tttttgacaa 
aatggtttct 
ccttcaacgt 
gggggtcata 
tcagtttaaa 
ttttatgcat 
ttcagtacat 
caccacaata 
aatcaccacg 
ttgccgagtt 
aggcccgagg 
cccgcgagct 
tgcatcgctc 
ccaggcggcg 
ccgagaatga 
gtttttcatt 
gcccgcgcac 
gctggcggcc 
gtgatgtgta 
agtaaataaa 
ggcgggtcag 
gccgatgttc 
cgggaagatc 
aaggccatcg 
gctgtgtccg 
gacatatggg 
ggaaggctac 
gaggttgccg 
cgcgtgagct 
ggcgacgctg 
gttaatgagg 
gcgcacgcag 
gggtcaactt 
aaggcaagac 
gcaaatgaat 
gaacaaccag 
ggcgtaagcg 
gaatcggcgt 
atgacctggt 
aagcacgccc 
aaccgccggc 
attttttcgt 
tggccgtttt 



gtaaagcacg 
agccaacgct 
agaaaagcgg 
gagatcctcg 
cccctgatgc 
tgctcgctcg 
atgcagccgc 
tgacaggaga 
gacaacgtcg 
tgcctcgtcc 
gcgcccctgc 
ccagtcatag 
ttgttcaatc 
tgagactcta 
gaaatatttg 
gacgtatgtg 
tgcggttctg 
acgtgactcc 
ctatcagtgt 
agatgcactc 
taaagacgtc 
tatcctgcca 
cgttaccacc 
cgagcgttcc 
cgtgaagttt 
gatcgaccag 
gaccctgtac 
cggtgccttc 
acgccaagag 
accgaagaga 
gtctcaaccg 
tggccggcca 
tttgagtaaa 
caaatacgca 
gcaagacgac 
tgttagtcga 
aaccgctaac 
gccggcgcga 
cgatcaaggc 
ccaccgccga 
aagcggcctt 
aggcgctggc 
acccaggcac 
cccgcgaggt 
taaagagaaa 
cagcaaggct 
tcagttgccg 
cattaccgag 
aaatgagtag 
gcaccgacgc 
gctgggttgt 
gagcggtcgc 
ggagaagttg 
cggtgaatcg 
agccggtgcg 
tccgatgctc 
ccgtctgtcg 



aggaagcggt 
atgtcctgat 
ccattttcca 
ccgtcgggca 
tcttcgtcca 
atgcgatgtt 
cgcattgcat 
tcctgccccg 
agcacagctg 
tgcagttcat 
gctgacagcc 
ccgaatagcc 
atgcgaaacg 
attggatacc 
ctagctgata 
cttagctcat 
tcagttccaa 
cttaattctc 
ttgacaggat 
gaaatcagcc 
cgcaatgtgt 
ccagccagcc 
acgccggccg 
ctaatcatcg 
ggcccccgcc 
gaaggccgca 
cgcgcacttg 
cgtgaggacg 
gaacaagcat 
tcgaggcgga 
tgcggctgca 
gcttggccgc 
acagcttgcg 

aggggaacgc 

catcgcaacc 
ttccgatccc 
cgttgtcggc 
cttcgtagtg 
agccgacttc 
cctggtggag 
tgtcgtgtcg 
cgggtacgag 
tgccgccgcc 
ccaggcgctg 
atgagcaaaa 
gcaacgttgg 
gcggaggatc 
ctgctatctg 
atgaatttta 
cgtggaatgc 
ctgccggccc 
aaaccatccg 
aaggccgcgc 
tggcaagcgg 
ccgtcgatta 
tatgacgtgg 
aagcgtgacc 



cagcccattc 
agcggtccgc 
ccatgatatt 
tgcgcgcctt 
gatcatcctg 
tcgcttggtg 
cagccatgat 
gcacttcgcc 
cgcaaggaac 
tcagggcacc 
ggaacacggc 
tctccaccca 
atccagatcc 
gaggggaatt 
gtgaccttag 
taaactccag 
acgtaaaacg 
cgctcatgat 
cctgcttggt 
aattttagac 
tattaagttg 
aacagctccc 
gccgcatggt 
accgcacccg 
ctaccctcac 
ccgtgaaaga 
agcgcagcga 
cattgaccga 
gaaaccgcac 
gatgatcgcg 
tgaaatcctg 
tgaagaaacc 
tcatgcggtc 
atgaaggtta 
catctagccc 
cagggcagtg 
atcgaccgcc 
atcgacggag 
gtgctgattc 
ctggttaagc 
cgggcgatca 
ctgcccattc 
ggcacaaccg 
gccgctgaaa 
gcacaaacac 
ccagcctggc 
acaccaagct 
aatacatcgc 
gcggctaaag 
cccatgtgtg 
tgcaatggca 
gcccggtaca 
aggccgccca 
ccgctgatcg 
ggaagccgcc 
gcacccgcga 
gacgagctgg 



gccgccaagc 
cacacccagc 
cggcaagcag 
gagcctggcg 
atcgacaaga 
gtcgaatggg 
ggatactttc 
caatagcagc 
gcccgtcgtg 
ggacaggtcg 
ggcatcagag 
agcggccgga 
ggtgcagatt 
tatggaacgt 
gcgacttttg 
aaacccgcgg 
gcttgtcccg 
cagattgtcg 
aataattgtc 
aagtatcaaa 
tctaagcgtc 
cgaccggcag 
gttgaccgtg 
gagcgggcgc 
cccggcacag 
ggcggctgca 
ggaagtgacg 
ggccgacgcc 
caggacggcc 
gccgggtacg 
gccggtttgt 
gagcgccgcc 
gctgcgtata 
tcgctgtact 
gcgccctgca 
cccgcgattg 
cgacgattga 
cgccccaggc 
cggtgcagcc 
agcgcattga 
aaggcacgcg 
ttgagtcccg 
ttcttgaatc 
ttaaatcaaa 
gctaagtgcc 
agacacgcca 
gaagatgtac 
gcagctacca 
gaggcggcat 
gaggaacggg 
ctggaacccc 
aatcggcgcg 
gcggcaacgc 
aatccgcaaa 
caagggcgac 
tagtcgcagc 
cgaggtgatc 



480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
. 3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
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cgctacgagc ttccagacgg gcacgtagag gtttccgcag ggccggccgg catggccagt 3900 
gtgtgggatt acgacctggt actgatggcg gtttcccatc taaccgaatc catgaaccga 3960 
taccgggaag ggaagggaga caagcccggc cgcgtgttcc gtccacacgt tgcggacgta 4020 
. ctcaagttct gccggcgagc cgatggcgga aagcagaaag acgacctggt agaaacctgc 4080 
attcggttaa acaccacgca cgttgccatg cagcgtacga agaaggccaa gaacggccgc 4140 . 
ctggtgacgg tatccgaggg tgaagccttg attagccgct acaagatcgt aaagagcgaa 4200 
accgggcggc cggagtacat cgagatcgag ctagctgatt ggatgtaccg cgagatcaca 4260 
gaaggcaaga acccggacgt gctgacggtt caccccgatt actttttgat cgatcccggc 4320 
atcggccgtt ttctctaccg cctggcacgc cgcgccgcag gcaaggcaga agccagatgg 4380 
ttgttcaaga cgatctacga acgcagtggc agcgccggag agttcaagaa gttctgtttc 4440 
accgtgcgca agctgatcgg gtcaaatgac ctgccggagt acgatttgaa ggaggaggcg'4500 
gggcaggctg gcccgatcct agtcatgcgc taccgcaacc tgatcgaggg cgaagcatcc 4560 
gccggttcct aatgtacgga gcagatgcta gggcaaattg ccctagcagg ggaaaaaggt 4620 
cgaaaaggtc tctttcctgt ggatagcacg tacattggga acccaaagcc gtacattggg 4680 
aaccggaacc cgtacattgg gaacccaaag ccgtacattg ggaaccggtc acacatgtaa 4740 
gtgactgata taaaagagaa aaaaggcgat ttttccgcct aaaactcttt aaaacttatt 4800 
aaaactctta aaacccgcct ggcctgtgca taactgtctg gccagcgcac agccgaagag 4860 
ctgcaaaaag cgcctaccct tcggtcgctg cgctccctac gccccgccgc ttcgcgtcgg 4920 
cctatcgcgg ccgctggccg ctcaaaaatg gctggcctac ggccaggcaa tctaccaggg 4980 
cgcggacaag ccgcgccgtc gccactcgac cgccggcgcc cacatcaagg caccctgcct 5040 
cgcgcgtttc ggtgatgacg gtgaaaacct ctgacacatg cagctcccgg agacggtcac 5100 
agcttgtctg taagcggatg ccgggagcag acaagcccgt cagggcgcgt cagcgggtgt 5160 
tggcgggtgt cggggcgcag ccatgaccca gtcacgtagc gatagcggag tgtatactgg 5220 
cttaactatg cggcatcaga gcagattgta ctgagagtgc accatatgcg gtgtgaaata 52 80 
ccgcacagat gcgtaaggag aaaataccgc atcaggcgct cttccgcttc ctcgctcact 5340 
gactcgctgc gctcggtcgt tcggctgcgg cgagcggtat cagctcactc aaaggcggta 5400 
atacggttat ccacagaatc aggggataac gcaggaaaga acatgtgagc aaaaggccag 5460. 
caaaaggcca ggaaccgtaa aaaggccgcg ttgctggcgt ttttccatag gctccgcccc 5520 
cctgacgagc atcacaaaaa tcgacgctca agtcagaggt ggcgaaaccc gacaggacta 5580 
taaagatacc aggcgtttcc ccctggaagc tccctcgtgc gctctcctgt tccgaccctg 5640 
ccgcttaccg gatacctgtc cgcctttctc ccttcgggaa gcgtggcgct ttctcatagc 5700 
tcacgctgta ggtatctcag ttcggtgtag gtcgttcgct ccaagctggg ctgtgtgcac 5760 
gaaccccccg ttcagcccga ccgctgcgcc ttatccggta actatcgtct tgagtccaac 5820 
ccggtaagac acgacttatc gccactggca gcagccactg gtaacaggat tagcagagcg 5880 
aggtatgtag gcggtgctac agagttcttg aagtggtggc ctaactacgg ctacactaga 5940 
a'ggacagtat ttggtatctg cgctctgctg aagccagtta ccttcggaaa aagagttggt 6000 
agctcttgat ccggcaaaca aaccaccgct ggtagcggtg gtttttttgt ttgcaagcag 6060 
cagattacgc gcagaaaaaa aggatctcaa gaagatcctt tgatcttttc tacggggtct 6120 
gacgctcagt ggaacgaaaa ctcacgttaa gggattttgg tcatgcatga tatatctccc 6180 
aatttgtgta gggcttatta tgcacgctta aaaataataa aagcagactt gacctgatag 6240 
tttggctgtg agcaattatg tgcttagtgc atctaacgct tgagttaagc cgcgccgcga 6300 
agcggcgtcg gcttgaacga atttctagct agacattatt tgccgactac cttggtgatc 63 60 
tcgcctttca cgtagtggac aaattcttcc aactgatctg cgcgcgaggc caagcgatct 6420 
tcttcttgtc caagataagc ctgtctagct tcaagtatga cgggctgata ctgggccggc 6480 
aggcgctcca ttgcccagtc ggcagcgaca tccttcggcg cgattttgcc ggttactgcg 6540 
ctgtaccaaa tgcgggacaa cgtaagcact acatttcgct catcgccagc ccagtcgggc 6600 
ggcgagttcc atagcgttaa ggtttcattt agcgcctcaa atagatcctg ttcaggaacc 6660 
ggatcaaaga gttcctccgc cgctggacct accaaggcaa cgctatgttc tcttgctttt 6720 
gtcagcaaga tagccagatc aatgtcgatc gtggctggct cgaagatacc tgcaagaatg 6780 
tcattgcgct gccattctcc aaattgcagt tcgcgcttag ctggataacg ccacggaatg 6840 
atgtcgtcgt gcacaacaat ggtgacttct acagcgcgga gaatctcgct ctctccaggg 6900 
gaagccgaag tttccaaaag gtcgttgatc aaagctcgcc gcgttgtttc atcaagcctt 6960 
acggtcaccg taaccagcaa atcaatatca ctgtgtggct tcaggccgcc atccactgcg 7020 
gagccgtaca aatgtacggc cagcaacgtc ggttcgagat ggcgctcgat gacgccaact 7080 
acctctgata gttgagtcga tacttcggcg atcaccgctt cccccatgat gtttaacttt 7140 
gttttagggc gactgccctg ctgcgtaaca tcgttgctgc tccataacat caaacatcga 7200 
cccacggcgt aacgcgcttg ctgcttggat gcccgaggca tagactgtac cccaaaaaaa 7260 



36 



cagtcataac 
aacggataaa 
tcttaggttt 
aacgacaatc 
tgcaggtcga 
agaaacccca 
cgaaaactgt 
tgctgtgcca 
caacgtctgg 
gctgcgtttc 
ggagcatcag 
gaaaagtgta 
tagtagtaat 
ttgcttttct 
caaaatttgt 
tatcccgccg 
tgatttcttt 
ctgggtggac 
tgactggcag 
ggtggttgca 
gcaaccgggt 
tgatatctac 
gattaaccac 
tggcaaagga 
ggccaactcc 
tgaacatggc 
cattggtttc 
ggaaactcag 
cccaagcgtg 
ggaatatttc 
ctgcgtcaat 
gctgtgcctg 
gaaggtactg 
caccgaatac 
tgaagagtat 
cgtcgtcggt 
cgttggcggt 
tctgctgcaa 
acaatgagag 
tgaatcctgt 
atgtaataat 
tcccgcaatt 
aattatcgcg 
taacatgctt 
tttactggta 
cagttccttt 
attttgattt 
catgaagtaa 
cagtatgttt 
caaacatgct 
atatattcta 
tgtatatata 
atacctatat 
gatagatgta 
atattataat 
tatatacatg 
tattgagtac 



aagccatgaa 
ccttttcacg 
acccgccaat 
agatctagta 
ctctagagga 
acccgtgaaa 
ggaattggtc 
ggcagtttta 
tatcagcgcg 
gatgcggtca 
ggcggctata 
cgtaagtttc 
ataatatttc 
gtagtttata 
tgatgtgcag 
ggaatggtga 
aactatgccg 
gatatcaccg 
gtggtggcca 
actggacaag 
gaaggttatc 
ccgcttcgcg 
aaaccgttct 
ttcgataacg 
taccgtacct 
atcgtggtga 
gaagcgggca 
caagcgcact 
gtgatgtgga 
gcgccactgg 
gtaatgttct 
aaccgttatt 
gaaaaagaac 
ggcgtggata 
cagtgtgcat 
gaacaggtat 
aacaagaaag 
aaacgctgga 
ctcgaatttc 
tgccggtctt 
taacatgtaa 
atacatttaa 
cgcggtgtca 
agatacatga 
cttagataga 
aatcattatt 
tactggtact 
catgctgcta 
taaattattt 
tagatacatg 
ataaatcagt 
catgcttaga 
attctaataa 
tatatacatg 
aaatcagtat 
ctcaaacatg 
ctatatattc 



aaccgccact 

cccttttaaa 

atatcctgtc 

ggaaacagct 

tcgatccccg 

tcaaaaaact 

agcgttggtg 

acgatcagtt 

aagtctttat 

ctcattacgg 

cgccatttga . 

tgcttctacc 

aaatattttt 

agtgtgtata 

gtatcaccgt 

ttaccgacga 

gaatccatcg 

tggtgacgca 

atggtgatgt 

gcactagcgg 

tctatgaact 

tcggcatccg 

actttactgg 

tgctgatggt 

cgcattaccc 

ttgatgaaac 

acaagccgaa 

tacaggcgat 

gtattgccaa 

cggaagcaac 

gcgacgctca 

acggatggta 

ttctggcctg 

cgttagccgg 

ggctggatat 

ggaatttcgc 

ggatcttcac 

ctggcatgaa 

cccgatcggt 

gcgatgatta 

tgcatgacgt 

tacgcgatag 

tctatgttac 

agtaacatgc 

tgtatataca 

gagtacctat 

tagatagatg 

cggtttagtc 

tgattttact 

aagtaatatg 

atgttttaaa 

tacatgaagt 

atcagtatgt 

ctcgaacatg 

gtcttaaatt 

cttagataca 

taataaatca 



gcgggggttc 
tatccgatta 
aaacactgat 
atgaccatga 
ggtaggtcag 
cgacggcctg 
ggaaagcgcg 
cgccgatgca 
accgaaaggt 
caaagtgtgg 
agccgatgtc 
tttgatatat 
ttcaaaataa 
ttttaattta 
ttgtgtgaac 
aaacggcaag 
cagcgtaatg 
tgtcgcgcaa 
cagcgttgaa 
gactttgcaa 
gtgcgtcaca 
gtcagtggca 
ctttggtcgt 
gcacgaccac 
ttacgctgaa 
tgctgctgtc 
agaactgtac 
taaagagctg 
cgaaccggat 
gcgtaaactc 
caccgatacc 
tgtccaaagc 
gcaggagaaa 
gctgcactca 
gtatcaccgc 
cgattttgcg 
tcgcgaccgc 
cttcggtgaa 
caaacatttg 
tcatataatt 
tatttatgag 
aaaacaaaat 
tagatcggga 
tgctacggtt 
tgcttagata 
atattctaat 
tatatataca 
attattgagt 
ggtacttaga 
ctactacggt 
ttatttcgat 
aacatgctac 
tttaaattat 
cttagataca 
attttgattt 
tgaagtaaca 
gtatgttttc 



catggacata 
ttctaataaa 
agtttaaact 
ttacgccaag 
tcccttatgt 
tgggcattca 
ttacaagaaa 
gatattcgta 
tgggcaggcc 
gtcaataatc 
acgccgtatg 
atataataat 
aagaatgtag 
taacttttct 
aacgaactga 
aaaaagcagt 
ctctacacca 
gactgtaacc 
ctgcgtgatg 
gtggtgaatc 
gccaaaagcc 
gtgaagggcg 
catgaagatg 
gcattaatgg 
gagatgctcg 
ggctttaacc 
agcgaagagg 
atagcgcgtg 
acccgtccgc 
gacccgacgc 
atcagcgatc 
ggcgatttgg 
ctgcatcagc 
atgtacaccg 
gtctttgatc 
acctcgcaag 
aaaccgaagt 
aaaccgcagc 
gcaataaagn 
tctgttgaat 
atgggttttt 
atancgcgca 
attcccatgc 
taataattct 
catgaagtaa 
aaatcagtat 
tgctcaaaca 
gcctataatt 
tagatgtata 
ttaattgttc 
tttactggta 
tacggtttaa 
ttcgatttta 
tgaagtaaca 
tactggtact 
tgctactacg 
aattgttttg 



caaatggacg 
cgctcttttc 
gaaggcggga 
cttgcatgcc 
tacgtcctgt 
gtctggatcg 
gccgggcaat 
attatgcggg 
agcgtatcgt 
aggaagtgat 
ttattgccgg 
tatcattaat 
tatatagcaa 
aatatatgac 
actggcagac 
cttacttcca 
cgccgaacac 
acgcgtctgt 
cggatcaaca 
cgcacctctg 
agacagagtg 
aacagttcct 
cggacttgcg 
actggattgg 
actgggcaga 
tctctttagg 
cagtcaacgg 
acaaaaacca 
aaggtgcacg 
gtccgatcac 
tctttgatgt 
aaacggcaga 
cgattatcat 
acatgtggag 
gcgtcagcgc 
gcatattgcg 
cggcggcttt 
agggaggcaa 
ttcttaagat 
tacgttaagc 
atgattagag 
aactaggata 
ctcgaggatc 
tgagttgatt 
catgctccta 
gttttaaatt 
tgcttagata 
tctaataaat 
tatacatgct 
ttgagtacct 
cttagataga 
ttgttcttga 
ctggtactta 
tgctacatat 
tagatagatg 
gtttaatcat 
attttactgg 



7320 

7380 

7440 

7500 

7560 

7620 

7680 

7740 

7800 

7860 

7920 

7980 

8040 

8100 

8160 

8220 

8280 

8340 

8400 

8460 

8520 

8580 

8640 

8700 

8760 

8820 

8880 

8940 

9000 

9060 

9120 

9180 

9240 

9300 

9360 

9420 

9480 

9540 

9600 

9660 

9720 

9780 

9840 

9900 

9960 

10020 

10080 

10140 

10200 

10260 

10320 

10380 

10440 

10500 

10560 

10620 

10680 
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tacttagata tatgtatata tacatgctcg aacatgctta gatacgtgaa gtaacatgct 10740 

actatggtta attgttcttg agtacctata tattctaata aatcagtatg ttttaaatta 10800 

tttcgatttt actggtactt agatagatgt atatatacat gctcgaacat gcttagatac 10860 

atgaagtaac atgctactac ggtttaatcg ttcttgagta cctatatatt ctaataaatc 10920 

agtatgtctt aaattatctt gattttactg gtacttagat agatgtatat acatgcttag 10980 

atacatgaag taacatgcta ctatgattta atcgttcttg agtacctata tattctaata 11040 

aatcagtatg tttttaatta ttttgatttt actggtactt agatagatgt atatatacat 11100 

gctcgaacat gcttagatac atgaagtaac atgctactac ggtttaatca ttcttgagta 11160 

cctatatatt ctaataaatc agtatgtttt taattatttt gatattactg gtacttaaca 11220 

tgtttagata catcatatag catgcacatg ctgctactgt ttaatcattc gtgaatacct 11280 

atat"attcta atatatcagt atgtcttcta attattatga ttttgatgta cttgtatggt '.11340 

ggcatatgct gcagctatgt gtagattttg aatacccagt gtgatgagca tgcatggcgc 11400 

cttc>tagtt catatgctgt ttatttcctt tgagactgtt cttttttgtt gatagtcacc 11460 

ctgttgtttg gtgattctta tgcacccggg gatcctctag agtcgacctg caggcggccg 11520 

cactagtgat taggattcca acgcgagcca ggacaagcga ggaaccttgc gtgcgaggcg 11580 

aggccgcccc gctccgattc gattcgacgc gcaggcgcag gcgcagggat ggacgccttc 11640 

tactcgacct cgtcggcggc ggcgagcggc tggggccacg actccctcaa gaacttccgc 11700 . 

cagatctccc ccgccgtgca gtcccacctc aagctcgttt acctgactct atgctttgca 11760 

ctggcctcat ctgccgtggg tgcttaccta cacattgccc tgaacatcgg cgggatgctg 11820 

acaatgctcg cttgtgtcgg aactatcgcc tggatgttct cggtgccagt ctatgaggag 11880 

aggaagaggt ttgggctgct gatgggtgca gccctcctgg aaggggcttc ggttggacct 11940 

ctgattgagc ttgccataga ctttgaccca agcatcctcg tgacagggtt tgtcggaacc 12000 

gccatcgcct ttgggtgctt ctctggcgcc gccatcatcg ccaagcgcag ggagtacctg 12060 

tacctcggtg gcctgctctc gtctggcctg tcgatcctgc tctggctgca gtttgtcacg 12120 

tccatctttg gccactcctc tggcagcttc atgtttgagg tttactttgg cctgttgatc 12180 

ttcctggggt acatggtgta cgacacgcag gagatcatcg agagggcgca ccatggcgac 12240 

atggactaca tcaagcacgc cctcaccctc ttcaccgact ttgttgccgt cctcgtccga 12300 

gtcctcatca tcatgctcaa gaacgcaggc gacaagtcgg aggacaagaa gaagaggaag .12360 

agggggtcct gaacgtwtct cccgcacatg tagataccgt caccgcgtcg acctgcaggc 12420 

atgcccgctg aaatcaccag tctctctcta caaatctatc tctctcataa taatgtgtga 12480 

gtagttccca gataagggaa ttagggttct tatagggttt cgctcatgtg ttgagcatat 12540 

aagaaaccct tagtatgtat ttgtatttgt aaaatacttc tatcaataaa atttctaatt 12600 

cctaaaacca aaatccagtg ggtaccgagc teg 12633 



<210> 35 
<211> 5598 
<212> DNA 

<213> Artificial sequence 
<220> 

<221> misc_feature 
<222> (1) . . (5598) 

<223> Description of the artifical sequence: 
recombinant expression vector pOXoBI-1 

<400> 35 

ggggatcctc tagagtcgac ctgeaggegg ccgcactagt gattaggatt ccaacgcgag 60 

ccaggacaag cgaggaacct tgcgtgcgag gcgaggccgc cccgctccga ttcgattcga 120 

cgcgcaggcg caggegcagg gatggacgee ttctactcga cctcgtcggc ggeggegage 180 

ggctggggcc acgactccct caagaacttc cgccagatct cccccgccgt gcagtcccac 240 

ctcaagctcg tttacctgac tetatgettt gcactggcct catctgccgt gggtgcttac 300 

ctacacattg ccctgaacat eggegggatg ctgacaatgc tcgcttgtgt eggaactate 3 60 

gcctggatgt tctcggtgcc agtctatgag gagaggaaga ggtttgggct gctgatgggt 420 

gcagccctcc tggaaggggc ttcggttgga cctctgattg agettgecat agactttgac 480 

ccaagcatcc tegtgacagg gtttgtcgga accgccatcg cctttgggtg cttctctggc 540 

gccgccatca tcgccaagcg cagggagtac ctgtacctcg gtggcctgct ctcgtctggc 600 
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ctgtcgatcc tgctctggct gcagtttgtc acgtccatct ttggccactc ctctggcagc 660 
ttcatgtttg aggtttactt tggcctgttg atcttcctgg ggtacatggt gtacgacacg 720 
caggagatca tcgagagggc gcaccatggc gacatggact acatcaagca cgccctcacc 780 
ctcttcaccg actttgttgc cgtcctcgtc cgagtcctca tcatcatgct caagaacgca 840 
ggcgacaagt cggaggacaa gaagaagagg aagagggggt cctgaacgtw tctcccgcac 900 
atgtagatac cgtcaccgcg tcgacctgca ggcatgcccg ctgaaatcac cagtctctct 960 
ctacaaatct ate t etc tea taataatgtg tgagtagttc ccagataagg gaattagggt 1020 
tcttataggg tttegctcat gtgttgagca tataagaaac ccttagtatg tatttgtatt 1080 
tgtaaaatac ttctatcaat aaaatttcta attcctaaaa ccaaaatcca gtgggtaccg 1140 
agctcgaatt caagcttggc actggccgtc gttttacaac gtcgtgactg ggaaaaccct 1200 
ggcgttaccc aacttaatcg ccttgcagca catccccctt tcgccagctg gegtaatage 1260 
gaagaggece gcaccgatcg cccttcccaa cagttgegea gectgaatgg egaatggege 1320 
ctgatgcggt attttctcct tacgeatctg tgcggtattt cacaccgcat atggtgcact 1380 
ctcagtacaa tetgetctga tgeegcatag ttaagecage cccgacaccc gccaacaccc 1440 
gctgacgcgc cctgacgggc ttgtctgctc ccggcatccg cttacagaca agctgtgacc 1500 
gtctccggga gctgcatgtg tcagaggttt tcaccgtcat caccgaaacg cgegagaega 1560 
aagggecteg tgatacgect atttttatag gttaatgtca tgataataat ggtttcttag 1620 
aegtcaggtg gcacttttcg gggaaatgtg cgcggaaccc ctatttgttt atttttctaa 1680 
atacattcaa atatgtatcc gctcatgaga caataaccct gataaatget tcaataatat 1740 
tgaaaaagga agagtatgag tattcaacat ttccgtgtcg cccttattcc ettttttgeg 1800 
geattttgee ttcctgtttt tgctcaccca gaaacgctgg tgaaagtaaa agatgetgaa 1860 
gatcagttgg gtgcacgagt gggttacatc gaactggatc teaacagegg taagatcctt 1920 
gagagttttc gccccgaaga aegttttcca atgatgagca cttttaaagt tetgetatgt 1980 
ggegeggtat tatccegtat tgacgccggg caagagcaac tcggtcgccg catacactat 2040 
tctcagaatg acttggttga gtactcacca gtcacagaaa agcatcttac ggatggcatg 2100 
acagtaagag aattatgcag tgetgecata accatgagtg ataacactgc ggecaactta 2160 
cttctgacaa egateggagg accgaaggag ctaaccgctt ttttgcacaa catgggggat 2220 
catgtaactc gecttgateg ttgggaaccg gagctgaatg aagccatacc . aaacgacgag 2280 
cgtgacacca egatgectgt agcaatggca acaacgttgc gcaaactaft aactggcgaa 2340 
ctacttactc tagcttcccg gcaacaatta atagactgga tggaggcgga taaagttgca 2400 
ggaccacttc tgcgctcggc ccttccggct ggctggttta ttgctgataa atetggagee 2460 
ggtgagcgtg ggtctcgegg tatcattgea gcactggggc cagatggtaa gccctcccgt 2520 
ategtagtta tctacacgac ggggagtcag gcaactatgg atgaacgaaa tagacagatc 2580 
gctgagatag gtgcctcact gattaagcat tggtaactgt cagaccaagt ttactcatat 2640 
atactttaga ttgatttaaa acttcatttt taatttaaaa ggatctaggt. gaagatcctt 2700 
tttgataatc tcatgaccaa aatcccttaa cgtgagtttt cgttccactg agegtcagae 2760 
cccgtagaaa agatcaaagg atcttcttga gatccttttt ttctgcgcgt aatctgctgc 2820 
ttgcaaacaa aaaaaccacc gctaccagcg gtggtttgtt tgeeggatea agagctacca 2880 
actctttttc cgaaggtaac tggcttcagc agagegcaga taccaaatac tgttcttcta 2940 
gtgtagccgt agttaggcca ccacttcaag aactctgtag caccgcctac atacctcgct 3000 
ctgctaatcc tgttaccagt ggctgctgcc agtggcgata agtcgtgtct taccgggttg 3060 
gactcaagac gatagttacc ggataaggcg cageggtegg getgaaeggg gggttcgtgc 3120 
acacagccca gcttggagcg aacgacctac accgaactga gatacctaca gcgtgagctt 3180 
tgagaaagcg ccacgcttcc cgaagggaga aaggeggaca ggtatccggt aageggcagg 3240 
gtcggaacag gagagegcac gagggagctt ccagggggaa acgcctggta tctttatagt 3300 
cctgtcgggt ttcgccacct ctgacttgag cgtcgatttt tgtgatgctc gtcagggggg 3360 
eggagectat ggaaaaaege cagcaacgcg gectttttae ggttcctggc ettttgetgg 3420 
ccttttgctc acatgttctt tectgegtta tcccctgatt ctgtggataa ccgtattacc 3480 
gectttgagt gagctgatac cgctcgccgc agecgaaega ccgagcgcag cgagtcagtg 3540 
agegaggaag eggaagageg cccaatacgc aaaccgcctc tccccgcgcg ttggccgatt 3600 
cattaatgea gctggcacga caggtttccc gactggaaag cgggcagtga gcgcaacgca 3660 
attaatgtga gttagctcac tcattaggca ccccaggctt tacactttat gcttccggct 3720 
cgtatgttgt gtggaattgt gageggataa caatttcaca caggaaacag ctatgaccat 37 80 
gattacgaat tcccatgcct cgagcagaaa gatataatat gtaaaaaaat gggtctatat 3840 
atatggaagg tttcaggaag acaaaggttc tagaaacttc caaaaaaaat ccagaatata 3900 
ttttggaaga aataccctct tgggttggcc ccggcgcagc ccctagtggg ccaaaaagcc 3960 
acgatctaat cccggtctaa ttggtctaat agtttagact tctaattaga egggctctta 4020 
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tgccggtcta attggtctaa ttagattaaa atcctaatta aatatgaacg caactaggct 4080 
tcccctctct ctagttttct cggagctctt tttcatggac cttgaagtat tgccggatca 4140 
ctacttcgga actcgtggat acttcagagt gcacatctac tttgaatctt gattggtaga 4200 
. tcatctcgga gaaattctca cagttgggag gtataaccag ttgccgaaat tgccatgctt 4260 
caetcacagc caggatcagc ccatgtccca aggcaaccct tgtagctaca tgccgaggcc 4320. 
tgactacttg gggcctcgcg ccctgcattt ttgcatgttc atgtgacacg ttaaatgttg 4380 
agagaaatag attactaaat atcacccatt tcgttattct agatgagtat cctacaatat 4440 
gtataccgaa aaatgtattt taaactgtgg taggtgagaa agatctatta aaaagaactc 4500 
tacgtatact cccccctccc aatccccatc caggtttgta agacactttc gtcttttttt 4560 
gccgaatttt aaccgtaaat ttgactagta aaaataagtt atactgaatg taataaatat 4620 
cgtacattcg gatgttggag acagggagag gctggctggt gegctggatg gatcacggtc*. 4680 
agaaagtctg acttgcaacg ccacaggccc gttgattgcc actgacaacc aagttttcgt 4740 
tgtttcgctg gtgccatatt ttccgcgatc gaatatttaa actgcgagga gaaaggcaag 4800 
cagg ! gcgcca tatcagcact tgatcactca ctgatcgatc agtagtagcc accttctctg 4860 
cgccgacgtg ttatatatta ttggcaacaa gtcatcgatt gagaacagaa acaaaacaag 4920 
aagagaacta tttgagagag agtagttacg ccgcagcgag tagcctccca tttctgacga 4980 
tcatgccata cgataaaccg gccggcggcg agaccagtta gcaaggttga aatgccaaca 5040 
catgtcgcgc tcatttctcg gctttttcat tttgcatgtc gtcatgcagg ccctggacac 5100 
tgacatttct ctcttttgct gttgaatgaa gaccctaacc tttcaccatc agcacgcccc 5160 
tcaacttgat aagcctagac gaaacccata tgcatgattg atgagtaatg gtgtgcacga 5220 
atattatgaa cccgtttcca agagcaatac tccattgaga tacacctcct ccttgtatct 5280 
gttcgttggt cccatttcca tagcagccgg cagtggcctt gactctgact gccacgcaag 5340 
taatatatct ttaataaact cgctgccttg cttcgtgtgt ccatttgcaa atgcatgcag 5400 
tgacgacatg cacatgcata gcttaattag ctccatgcat ccactgcttc cattaatccc 5460 
ctatataaag gactccatat gcctcaccat tcactcatcc accacagctt agcagcagca 5520 
acaaccagtg ccatagacac tctccatcaa caaactctag ctgatcaatc ctagctaagc 5580 
ttattacata gcaagccc 5598 
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<400> 36 

aattcactgg ccgtcgtttt acaacgactc agagcttgac aggaggcccg atctagtaac 60 

atagatgaca ccgcgcgcga taatttatcc tagtttgcgc gctatatttt gttttctatc 120 

gcgtattaaa tgtataattg cgggactcta atcataaaaa cccatctcat aaataacgtc 180 

atgcattaca tgttaattat tacatgctta acgtaattca acagaaatta tatgataatc 240 
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atcgcaagac cggcaacagg attcaatctt aagaaacttt attgccaaat gtttgaacga 300 
tcggggatca tccgggtctg tggcgggaac tccacgaaaa tatccgaacg cagcaagatc 3 60 
tagagcttgg gtcccgctca gaagaactcg tcaagaaggc gatagaaggc gatgcgctgc 420 
gaatcgggag cggcgatacc gtaaagcacg aggaagcggt cagcccattc gccgccaagc 480 
tcttcagcaa tatcacgggt agccaacgct atgtcctgat agcggtccgc cacacccagc 540 
cggccacagt cgatgaatcc agaaaagcgg ccattttcca ccatgatatt cggcaagcag 600 
gcatcgccat gggtcacgac gagatcctcg ccgtcgggca tgcgcgcctt gagcctggcg 660 
aacagttcgg ctggcgcgag cccctgatgc tcttcgtcca gatcatcctg atcgacaaga 720 
ccggcttcca tccgagtacg tgctcgctcg atgcgatgtt tcgcttggtg gtcgaatggg 7 80 
caggtagccg gatcaagcgt atgcagccgc cgcattgcat cagccatgat ggatactttc 840 
tcggcaggag caaggtgaga tgacaggaga . tcctgccccg gcacttcgcc caatagcagc 900 
cagtcccttc ccgcttcagt gacaacgtcg agcacagctg cgcaaggaac gcccgtcgtg 960 
gccagccacg atagccgcgc tgcctcgtcc tgcagttcat tcagggcacc ggacaggtcg 1020 
gtcttgacaa aaagaaccgg gcgcccctgc gctgacagcc ggaacacggc ggcatcagag 1080 
cagccgattg tctgttgtgc ccagtcatag ccgaatagcc tctccaccca agcggccgga 1140 
gaacctgcgt gcaatccatc ttgttcaatc atgcgaaacg atccagatcc ggtgcagatt 1200 
atttggattg agagtgaata tgagactcta attggatacc gaggggaatt tatggaacgt 1260 
cagtggagca tttttgacaa gaaatatttg ctagctgata gtgaccttag gcgacttttg 1320 
aacgcgcaat aatggtttct gacgtatgtg cttagctcat taaactccag aaacccgcgg 1380 
ctgagtggct ccttcaacgt tgcggttctg tcagttccaa acgtaaaacg gcttgtcccg 1440 
qgtcatcggc gggggtcata acgtgactcc cttaattctc cgctcatgat cagattgtcg 1500 
tttcccgcct tcagtttaaa ctatcagtgt ttgacaggat cctgcttggt aataattgtc 1560 
attagattgt ttttatgcat agatgcactc gaaatcagcc aattttagac aagtatcaaa 1620 
cggatgttaa ttcagtacat taaagacgtc cgcaatgtgt tattaagttg tctaagcgtc 1680 
aatttgttta caccacaata tatcctgcca ccagccagcc aacagctccc cgaccggcag 1740 
ctcggcacaa aatcaccacg cgttaccacc acgccggccg gccgcatggt gttgaccgtg 1800 
ttcgccggca ttgccgagtt cgagcgttcc ctaatcatcg accgcaeccg gagcgggcgc 1860 
gaggccgcca aggcccgagg cgtgaagttt ggcccccgcc ctaccctcac cccggcacag 1920 
atcgcgcacg cccgcgagct gatcgaccag gaaggccgca ccgtgaaaga ggcggctgca 1980 
ctgcttggcg tgcatcgctc gaccctgtac cgcgcacttg agcgcagcga ggaagtgacg 2040 
cccaccgagg ccaggcggcg cggtgccttc cgtgaggacg cattgaccga ggccgacgcc 2100 
ctggcggccg ccgagaatga acgccaagag gaacaagcat gaaaccgcac caggacggcc 2160 
aggacgaacc gtttttcatt accgaagaga tcgaggcgga gatgatcgcg gccgggtacg 2220 
tgttcgagcc gcccgcgcac gtctcaaccg tgcggctgca tgaaatcctg gccggtttgt 2280 
ctgatgccaa gctggcggcc tggccggcca gcttggccgc tgaagaaacc gagcgccgcc 2340 
gtctaaaaag gtgatgtgta tttgagtaaa acagcttgcg tcatgcggtc gctgcgtata 2400 
tgatgcgatg agtaaataaa caaatacgca aggggaacgc atgaaggtta tcgctgtact 2460 
taaccagaaa ggcgggtcag gcaagacgac catcgcaacc catctagccc gcgccctgca 2 520 
actcgccggg gccgatgttc tgttagtcga ttccgatccc cagggcagtg cccgcgattg 2 580 
ggcggccgtg cgggaagatc aaccgctaac cgttgtcggc atcgaccgcc cgacgattga 2640 
ccgcgacgtg aaggccatcg gccggcgcga cttcgtagtg atcgacggag cgccccaggc 2700 
ggcggacttg gctgtgtccg cgatcaaggc agccgacttc gtgctgattc cggtgcagcc 2760 
aagcccttac gacatatggg ccaccgccga cctggtggag ctggttaagc agcgcattga 2820 
ggtcacggat ggaaggctac aagcggcctt tgtcgtgtcg cgggcgatca aaggcacgcg 2 880 
catcggcggt gaggttgccg aggcgctggc cgggtacgag ctgcccattc ttgagtcccg 2940 
tatcacgcag cgcgtgagct acccaggcac tgccgccgcc ggcacaaccg ttcttgaatc 3 000 
agaacccgag ggcgacgctg cccgcgaggt ccaggcgctg gccgctgaaa ttaaatcaaa 3 060 
actcatttga gttaatgagg taaagagaaa atgagcaaaa gcacaaacac gctaagtgcc 3120 
ggccgtccga gcgcacgcag cagcaaggct gcaacgttgg ccagcctggc agacacgcca 3180 
gccatgaagc gggtcaactt tcagttgccg gcggaggatc acaccaagct gaagatgtac 3240 
gcggtacgcc aaggcaagac cattaccgag ctgctatctg aatacatcgc gcagctacca 3300 
gagtaaatga gcaaatgaat aaatgagtag atgaatttta gcggctaaag gaggcggcat 3360 
ggaaaatcaa gaacaaccag gcaccgacgc cgtggaatgc cccatgtgtg gaggaacggg 3420 
cggttggcca ggcgtaagcg gctgggttgt ctgccggccc tgcaatggca ctggaacccc 3480 
caagcccgag gaatcggcgt gagcggtcgc aaaccatccg gcccggtaca aatcggcgcg 3540 
gcgctgggtg atgacctggt ggagaagttg aaggccgcgc aggccgccca gcggcaacgc 3600 
atcgaggcag aagcacgccc cggtgaatcg tggcaagcgg ccgctgatcg aatccgcaaa 3660 
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gaatcccggc aaccgccggc agccggtgcg 
gagcaaccag attttttcgt tccgatgctc 
atcatggacg tggccgtttt ccgtctgtcg 
cgctacgagc ttccagacgg gcacgtagag 
gtgtgggatt acgacctggt actgatggcg 
taccgggaag ggaagggaga caagcccggc 
ctcaagttct gccggcgagc cgatggcgga 
attcggttaa acaccacgca cgttgccatg 
ctggtgacgg tatccgaggg tgaagccttg 
accgggcggc cggagtacat cgagatcgag 
gaaggcaaga acccggacgt gctgacggtt 
atcggccgtt ttctctaccg cctggcacgc 
ttgt.tcaaga cgatctacga acgcagtggc 
accgtgcgca agctgatcgg gtcaaatgac 
gggcaggctg gcccgatcct agtcatgcgc 
gccggttcct aatgtacgga gcagatgcta 
cgaaaaggtc tctttcctgt ggatagcacg 
aaccggaacc cgtacattgg gaacccaaag 
gtgactgata taaaagagaa aaaaggcgat 
aaaactctta aaacccgcct ggcctgtgca 
ctgcaaaaag cgcctaccct tcggtcgctg 
cctatcgcgg ccgctggccg ctcaaaaatg 
cgcggacaag ccgcgccgtc gccactcgac 
cgcgcgtttc ggtgatgacg gtgaaaacct 
agcttgtctg taagcggatg ccgggagcag 
tggcgggtgt cggggcgcag ccatgaccca 
cttaactatg cggcatcaga gcagattgta 
ccgcacagat gcgtaaggag aaaataccgc 
gactcgctgc gctcggtcgt tcggctgcgg 
atacggttat ccacagaatc aggggataac 
caaaaggcca ggaaccgtaa aaaggccgcg 
cctgacgagc atcacaaaaa tcgacgctca 
taaagatacc aggcgtttcc ccctggaagc 
ccgcttaccg gatacctgtc cgcctttctc 
tcacgctgta ggtatctcag ttcggtgtag 
gaaccccccg ttcagcccga ccgctgcgcc 
ccggtaagac acgacttatc gccactggca 
aggtatgtag gcggtgctac agagttcttg 
aggacagtat ttggtatctg cgctctgctg 
agctcttgat ccggcaaaca aaccaccgct 
cagattacgc gcagaaaaaa aggatctcaa 
gacgctcagt ggaacgaaaa ctcacgttaa 
aatttgtgta gggcttatta tgcacgctta 
tttggctgtg agcaattatg tgcttagtgc 
agcggcgtcg gcttgaacga atttctagct 
tcgcctttca cgtagtggac aaattcttcc 
tcttcttgtc caagataagc ctgtctagct 
aggcgctcca ttgcccagtc ggcagcgaca 
ctgtaccaaa tgcgggacaa cgtaagcact 
ggcgagttcc atagcgttaa ggtttcattt 
ggatcaaaga gttcctccgc cgctggacct 
gtcagcaaga tagccagatc aatgtcgatc 
tcattgcgct gccattctcc aaattgcagt 
atgtcgtcgt gcacaacaat ggtgacttct 
gaagccgaag tttccaaaag gtcgttgatc 
acggtcaccg taaccagcaa atcaatatca 
gagccgtaca aatgtacggc cagcaacgtc 



ccgtcgatta ggaagccgcc caagggcgac 3720 
tatgacgtgg gcacccgcga tagtcgcagc 3780 
aagcgtgacc gacgagctgg cgaggtgatc 3840 
gtttccgcag ggccggccgg catggccagt 3900 
gtttcccatc taaccgaatc catgaaccga 3960 
cgcgtgttcc gtccacacgt tgcggacgta 4020 
aagcagaaag acgacctggt agaaacctgc 4080 
cagcgtacga agaaggccaa gaacggccgc 4140 
attagccgct acaagatcgt aaagagcgaa 4200 
ctagctgatt ggatgtaccg cgagatcaca 4260 
caccccgatt actttttgat cgatcccggc* 432 0 
cgcgccgcag gcaaggcaga agccagatgg 4380 
agcgccggag agttcaagaa gttctgtttc 4440 
ctgccggagt acgatttgaa ggaggaggcg 4500 
taccgcaacc tgatcgaggg cgaagcatcc 4560 
gggcaaattg ccctagcagg ggaaaaaggt 4620 
tacattggga acccaaagcc gtacattggg 4680 
ccgtacattg ggaaccggtc acacatgtaa 4740 
ttttccgcct aaaactcttt aaaacttatt 4800 
taactgtctg gccagcgcac agccgaagag 4860 
cgctccctac gccccgccgc ttcgcgtcgg 4920 
gctggcctac ggccaggcaa tctaccaggg 4980 
cgccggcgcc cacatcaagg caccctgcct .5040 
ctgacacatg cagctcccgg agacggtcac 5100 
acaagcccgt cagggcgcgt cagcgggtgt 5160 
gtcacgtagc gatagcggag tgtatactgg 5220 
ctgagagtgc accatatgcg gtgtgaaata 5280 
atcaggcgct cttccgcttc ctcgctcact 5340 
cgagcggtat cagctcactc aaaggcggta 5400 
gcaggaaaga acatgtgagc aaaaggccag 5460 
ttgctggcgt ttttccatag gctccgcccc 5520 
agtcagaggt ggcgaaaccc gacaggacta 5580 
tccctcgtgc gctctcctgt tccgaccctg 5640 
ccttcgggaa gcgtggcgct ttctcatagc 5700 
gtcgttcgct ccaagctggg ctgtgtgcac 5760 
ttatccggta actatcgtct tgagtccaac 5820 
gcagccactg gtaacaggat tagcagagcg 5880 
aagtggtggc ctaactacgg ctacactaga 5940 
aagccagtta ccttcggaaa aagagttggt 6000 
ggtagcggtg gtttttttgt ttgcaagcag 6060 
gaagatcctt tgatcttttc tacggggtct 612 0 
gggattttgg tcatgcatga tatatctccc 6180 
aaaataataa aagcagactt gacctgatag 6240 
. atctaacgct tgagttaagc cgcgccgcga 6300 
agacattatt tgccgactac cttggtgatc 6360 
aactgatctg cgcgcgaggc caagcgatct 6420 
tcaagtatga cgggctgata ctgggccggc 6480 
tccttcggcg cgattttgcc ggttactgcg 6540 
acatttcgct catcgccagc ccagtcgggc 6600 
agcgcctcaa atagatcctg ttcaggaacc 6660 
accaaggcaa cgctatgttc tcttgctttt 6720 
gtggctggct cgaagatacc tgcaagaatg 67 80 
tcgcgcttag ctggataacg ccacggaatg 6840 
acagcgcgga gaatctcgct ctctccaggg 6900 
aaagctcgcc gcgttgtttc atcaagcctt 6960 
ctgtgtggct tcaggccgcc atccactgcg 7020 
ggttcgagat ggcgctcgat gacgccaact 7080 
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acctctgata gttgagtcga tacttcggcg atcaccgctt cccccatgat gtttaacttt 7140 
gttttagggc gactgccctg ctgcgtaaca tcgttgctgc tccataacat caaacatcga 7200 
cccacggcgt aacgcgcttg ctgcttggat gcccgaggca tagactgtac cccaaaaaaa 7260 
cagtcataac aagccatgaa aaccgccact gcgggggttc catggacata caaatggacg 7320 
aacggataaa ccttttcacg cccttttaaa tatccgatta ttctaataaa cgctcttttc 7380 
tcttaggttt acccgccaat atatcctgtc aaacactgat agtttaaact gaaggcggga 7440 
aacgacaatc agatctagta ggaaacagct atgaccatga ttacgccaag cttgcatgcc 7500 
tgcaggtcga ctctagagga tcgatccccg ggtaggtcag tcccttatgt tacgtcctgt 7560 
agaaacccca acccgtgaaa tcaaaaaact cgacggcctg tgggcattca gtctggatcg 7620 
cgaaaactgt ggaattggtc agcgttggtg ggaaagcgcg ttacaagaaa gccgggcaat 7680 
tgctgtgcca ggcagtttta acgatcagtt cgccgatgca gatattcgta attatgcggg 7740 
caacgtctgg tatcagcgcg aagtctttat accgaaaggt tgggcaggcc agcgtatcgt 7800 
gctgcgtttc gatgcggtca ctcattacgg caaagtgtgg gtcaataatc aggaagtgat 7860 
ggagcatcag ggcggctata cgccatttga agccgatgtc acgccgtatg ttattgccgg 7920 
gaaaagtgta cgtaagtttc tgcttctacc tttgatatat atataataat tatcattaat 7980 
tagtagtaat ataatatttc aaatattttt ttcaaaataa aagaatgtag tatatagcaa 8040 
ttgcttttct gtagtttata agtgtgtata ttttaattta taacttttct aatatatgac 8100 
caaaatttgt tgatgtgcag gtatcaccgt ttgtgtgaac aacgaactga actggcagac 8160 
tatcccgccg ggaatggtga ttaccgacga aaacggcaag aaaaagcagt cttacttcca 8220 
tgatttcttt aactatgccg gaatccatcg cagcgtaatg ctctacacca cgccgaacac 8280 
qtgggtggac gatatcaccg tggtgacgca tgtcgcgcaa gactgtaacc acgcgtctgt 8340 
tgactggcag gtggtggcca atggtgatgt cagcgttgaa ctgcgtgatg cggatcaaca 8400 
ggtggttgca actggacaag gcactagcgg gactttgcaa gtggtgaatc cgcacctctg 8460 
gcaaccgggt gaaggttatc tctatgaact gtgcgtcaca gccaaaagcc agacagagtg 8520 
tgatatctac ccgcttcgcg tcggcatccg gtcagtggca gtgaagggcg aacagttcct 8580 
gattaaccac aaaccgttct actttactgg ctttggtcgt catgaagatg cggacttgcg 8640 
tggcaaagga ttcgataacg tgctgatggt gcacgaccac gcattaatgg actggattgg 8700 
ggccaactcc taccgtacct cgcattaccc ttacgctgaa gagatgctcg actgggcaga 8760 
tgaacatggc atcgtggtga ttgatgaaac tgctgctgtc ggctttaacc tctctttagg 8820 
cattggtttc gaagcgggca acaagccgaa agaactgtac agcgaagagg cagtcaacgg 8880 
ggaaactcag caagcgcact tacaggcgat taaagagctg atagcgcgtg acaaaaacca 8940 
cccaagcgtg gtgatgtgga gtattgccaa cgaaccggat acccgtccgc aaggtgcacg 9000 
ggaatatttc gcgccactgg cggaagcaac gcgtaaactc gacccgacgc gtccgatcac 9060 
ctgcgtcaat gtaatgttct gcgacgctca caccgatacc atcagcgatc tctttgatgt 9120 
gctgtgcctg aaccgttatt acggatggta tgtccaaagc ggcgatttgg. aaacggcaga 9180 
gaaggtactg gaaaaagaac ttctggcctg gcaggagaaa ctgcatcagc cgattatcat 9240 
caccgaatac ggcgtggata cgttagccgg gctgcactca atgtacaccg acatgtggag 9300 
tgaagagtat cagtgtgcat ggctggatat gtatcaccgc gtctttgatc gcgtcagcgc 9360 
cgtcgtcggt gaacaggtat ggaatttcgc cgattttgcg acctcgcaag gcatattgcg 9420 
cgttggcggt aacaagaaag ggatcttcac tcgcgaccgc aaaccgaagt cggcggcttt 9480 
tctgctgcaa aaacgctgga ctggcatgaa cttcggtgaa aaaccgcagc agggaggcaa 9540 
acaatgagag ctcgaatttc cccgatcggt caaacatttg gcaataaagn ttcttaagat 9600 
tgaatcctgt tgccggtctt gcgatgatta tcatataatt tctgttgaat tacgttaagc 9660 
atgtaataat taacatgtaa tgcatgacgt tatttatgag atgggttttt atgattagag 9720 
tcccgcaatt atacatttaa tacgcgatag aaaacaaaat atancgcgca aactaggata 9780 
aattatcgcg cgcggtgtca tctatgttac tagatcggga attcccatgc ctcgagcaga 9840 
aagatataat atgtaaaaaa atgggtctat atatatggaa ggtttcagga agacaaaggt 9900 
tctagaaact tccaaaaaaa atccagaata tattttggaa gaaataccct cttgggttgg 9960 
ccccggcgca gcccctagtg ggccaaaaag ccacgatcta atcccggtct aattggtcta 10020 
atagtttaga cttctaatta gacgggctct tatgccggtc taattggtct aattagatta 10080 
aaatcctaat taaatatgaa cgcaactagg cttcccctct ctctagtttt ctcggagctc 10140 
tttttcatgg accttgaagt attgccggat cactacttcg gaactcgtgg atacttcaga 10200 
gtgcacatct actttgaatc ttgattggta gatcatctcg gagaaattct cacagttggg 10260 
aggtataacc agttgccgaa attgccatgc ttcactcaca gccaggatca gcccatgtcc 10320 
caaggcaacc cttgtagcta catgccgagg cctgactact tggggcctcg cgccctgcat 10380 
ttttgcatgt tcatgtgaca cgttaaatgt tgagagaaat agattactaa atatcaccca 10440 
tttcgttatt ctagatgagt atcctacaat atgtataccg aaaaatgtat tttaaactgt 10500 
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ggtaggtgag aaagatctat taaaaagaac tctacgtata ctcccccctc ccaatcccca 10560 
tccaggtttg taagacactt tcgtcttttt ttgccgaatt ttaaccgtaa atttgactag 10620 
taaaaataag ttatactgaa tgtaataaat atcgtacatt cggatgttgg agacagggag 10680 
aggctggctg gtgcgctgga tggatcacgg tcagaaagtc tgacttgcaa cgccacaggc 10740 
ccgttgattg ccactgacaa ccaagttttc gttgtttcgc tggtgccata ttttccgcga 10800 
tcgaatattt aaactgcgag gagaaaggca agcagggcgc catatcagca cttgatcact 10860 
cactgatcga tcagtagtag ccaccttctc tgcgccgacg tgttatatat tattggcaac 10920 
aagtcatcga ttgagaacag aaacaaaaca agaagagaac tatttgagag agagtagtta 10980 
cgccgcagcg agtagcctcc catttctgac gatcatgcca tacgataaac cggccggcgg 11040 
cgagaccagt tagcaaggtt gaaatgccaa cacatgtcgc gctcatttct cggctttttc 11100 
att^tgcatg tcgtcatgca ggccctggac actgacattt ctctcttttg ctgttgaatg*. 11160 
aagaccctaa cctttcacca tcagcacgcc cctcaacttg ataagcctag acgaaaccca 11220 
tat^catgat tgatgagtaa tggtgtgcac gaatattatg aacccgtttc caagagcaat 11280 
actc^attga gatacacctc ctccttgtat ctgttcgttg gtcccatttc catagcagcc 11340 
ggcagtggcc ttgactctga ctgccacgca agtaatatat ctttaataaa ctcgctgcct 11400 
tgcttcgtgt gtccatttgc aaatgcatgc agtgacgaca tgcacatgca tagcttaatt 11460 
agctccatgc atccactgct tccattaatc ccctatataa aggactccat atgcctcacc 11520 
attcactcat ccaccacagc ttagcagcag caacaaccag tgccatagac actctccatc 11580 
aacaaactct agctgatcaa tcctagctaa gcttattaca tagcaagccc ggggatcctc 11640 
tagagtcgac ctgcaggcgg ccgcactagt gattaggatt ccaacgcgag ccaggacaag 11700 
cgaggaacct tgcgtgcgag gcgaggccgc cccgctccga ttcgattcga cgcgcaggcg 11760 
caggcgcagg gatggacgcc ttctactcga cctcgtcggc ggcggcgagc ggctggggcc 11820 
acgactccct caagaacttc cgccagatct cccccgccgt gcagtcccac ctcaagctcg 11880 
tttacctgac tctatgcttt gcactggcct catctgccgt gggtgcttac ctacacattg 11940 
ccctgaacat cggcgggatg ctgacaatgc tcgcttgtgt cggaactatc gcctggatgt 12000 
tctcggtgcc agtctatgag gagaggaaga ggtttgggct gctgatgggt gcagccctcc 12060 
tggaaggggc ttcggttgga cctctgattg agcttgccat agactttgac ccaagcatcc 12120 
tcgtgacagg gtttgtcgga accgccatcg cctttgggtg cttctctggc gccgccatca 12180 
tcgccaagcg cagggagtac ctgtacctcg gtggcctgct ctcgtctggc ctgtcgatcc 12240 
tgctctggct gcagtttgtc acgtccatct ttggccactc ctctggcagc ttcatgtttg 12300 
aggtttactt tggcctgttg atcttcctgg ggtacatggt gtacgacacg caggagatca 12360 
tcgagagggc gcaccatggc gacatggact acatcaagca cgccctcacc ctcttcaccg 1242 0 
actttgttgc cgtcctcgtc cgagtcctca tcatcatgct caagaacgca ggcgacaagt 12480 
cggaggacaa gaagaagagg aagagggggt cctgaacgtw tctcccgcac atgtagatac 12540 
cgtcaccgcg tcgacctgca ggcatgcccg ctgaaatcac cagtctctct ctacaaatct 12600 
atctctctca taataatgtg tgagtagttc ccagataagg gaattagggt tcttataggg 12660 
tttcgctcat gtgttgagca tataagaaac ccttagtatg tatttgtatt tgtaaaatac 12720 
ttctatcaat aaaatttcta attcctaaaa ccaaaatcca gtgggtaccg agctcg 12776 



<210> 37 
<211> 744 
<212> DNA 

<213> Triticum aestivum 



<220> 

<221> CDS 

<222> (1) . . (741) 

<223> coding for TaBI-1 



<400> 37 

atg gac gcc ttc tac teg acc teg teg gcg gcg gcg age ggc tgg ggc 48 
Met Asp Ala Phe Tyr Ser Thr Ser Ser Ala Ala Ala Ser Gly Trp Gly 
15 10 15 



tac gac tec etc aag aac ttc cgc gag ate tec ccc gcc gtg cag tec 
Tyr Asp Ser Leu Lys Asn Phe Arg Glu lie Ser Pro Ala Val Gin Ser 



96 
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20 25 30 

cac etc aag etc gtt tac ctg acc eta tgc ttt gee ctg gee tea tct 144 
His Leu Lys. Leu Val Tyr Leu Thr Leu Cys Phe Ala Leu Ala Ser Ser 
35 40 45 

gec gtg ggt get tac ctg cac att gee ctg aac ate ggt ggg atg ctg 192 
Ala Val Gly Ala Tyr Leu His lie Ala Leu Asn lie Gly Gly Met Leu 
50 55 60 

aca atg etc gcg tgt gtt gga acc ate gee tgg atg ttc tct gtg cca 240 
Thr Met Leu Ala Cys Val Gly Thr lie Ala Trp Met Phe Ser Val Pro 
65 70 75 80 

gtc tat gag gag agg aag agg ttt ggg ctg ctg atg ggt gca gee etc 2 88 
Val Tyr Glu Glu Arg Lys Arg Phe Gly Leu Leu Met Gly Ala Ala Leu 
85 90 95 

ctg gaa ggg get teg gtt gga cct ctg att gag ctt gee ata gac ttt 336 
Leu Glu Gly Ala Ser Val Gly Pro Leu lie Glu Leu Ala lie Asp Phe 
100 105 110 

gac cca agt ate etc gtg aca ggg ttt gtc gga acc gec ate gee ttc 384 
Asp Pro Ser He Leu Val Thr Gly Phe Val Gly Thr Ala He Ala Phe 
115 120 125 

ggg tgc ttc tct ggc gec gee ate ate gec aag cgc agg gag. tac ctg 432 
Gly Cys Phe Ser Gly Ala Ala He He Ala Lys Arg Arg Glu Tyr Leu 
130 135 140 

tac etc ggt ggt ctg etc tec tec ggc ctg teg ate ctg etc tgg ctg 480 
Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He Leu- Leu Trp Leu 
145 150 155 160 

cag ttt gec acg tec ate ttt ggc cac tec tct ggc age ttc atg ttt 528 
Gin Phe Ala Thr Ser He Phe Gly His Ser Ser Gly Ser Phe Met Phe 
165 . 170 175 

gag gtt tac ttt ggc ctg ttg ate ttc ctg gga tac atg gtg tac gac 576 
Glu Val Tyr Phe Gly Leu Leu He Phe Leu Gly Tyr Met Val Tyr Asp 
180 185 190 

acg cag gag ate ate gag agg gcg cac cac ggc gac atg gat tac ate 624 
Thr Gin Glu He He Glu Arg Ala His His Gly Asp Met Asp Tyr He 
195 200 205 

aag cac gcg etc acc etc ttc acc gac ttc gtc gee gtt etc gtc cgc 672 
Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala Val Leu Val Arg 
210 215 220 

gtc etc ate ate atg etc aag aac gca ggc gac aag teg gag gac aag 720 
Val Leu He He Met Leu Lys Asn Ala Gly Asp Lys Ser Glu Asp Lys 
225 230 235 240 

aag aag agg aag agg ggg tec tga 7 44 

Lys Lys Arg Lys Arg Gly Ser 
245 
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<210> 38 
<211> 247 
<212> PRT 

<213> Triticum aestivum 
<400> 38 

Met Asp Ala Phe Tyr Ser Thr Ser Ser Ala Ala Ala Ser Gly Trp Gly 
15 10 15 



Tyr 



Asp Ser Leu Lys Asn Phe Arg Glu lie Ser Pro Ala Val Gin Ser 
20 25 30 



\ 
\ 

His Leu Lys Leu Val Tyr Leu Thr Leu Cys Phe Ala Leu Ala Ser Ser 
35 40 45 

Ala Val Gly Ala Tyr Leu His He Ala Leu Asn He Gly Gly Met Leu 
50 55 60 

Thr Met Leu Ala Cys Val Gly Thr He Ala Trp Met Phe Ser Val Pro 
65 70 75 80 

Val Tyr Glu Glu Arg Lys Arg Phe Gly Leu Leu Met Gly Ala Ala Leu 
85 90 95 

Leu Glu Gly Ala Ser Val Gly Pro' Leu He Glu Leu Ala He Asp Phe 
100 105 110 

Asp Pro Ser He Leu Val Thr Gly Phe Val Gly Thr Ala He Ala Phe 
115 120 " 125 

Gly Cys Phe Ser Gly Ala Ala He He Ala Lys Arg Arg Glu Tyr Leu 
130 135 140 

Tyr Leu Gly Gly Leu Leu Ser Ser Gly Leu Ser He Leu Leu Trp Leu 
145 150 155 160 

Gin Phe Ala Thr Ser He Phe Gly His Ser Ser Gly Ser Phe Met Phe 
165 170 175 

Glu Val Tyr Phe Gly Leu Leu He Phe Leu Gly Tyr Met Val Tyr Asp 
180 185 190 

Thr Gin Glu He He Glu Arg Ala His His Gly Asp Met Asp Tyr He 
195 200 205 

Lys His Ala Leu Thr Leu Phe Thr Asp Phe Val Ala Val Leu Val Arg 
210 215 220 

Val Leu He He Met Leu Lys Asn Ala Gly Asp Lys Ser Glu Asp Lys 
225 230 235 240 



Lys Lys Arg Lys Arg Gly Ser 
245 
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<210> 39 
<211> 1293 
<212> DNA 

<213> Hordeum vulgare 

<220> 
<221> CDS 

<222> (173) . . (1126) 

<223> coding for Hordeum vulgare subsp. vulgare syntaxin 
(Ror2) 

<400> 39 

gtaactaacc ccttcttcct cccttgtcca ctccgcttct ccccatccaa gaaacagcgc 60 

caacagctcc acccatcgag gagaatcaag aaaccgcgcc ggcgtggtga tcaaggacat 120 

ccatcgatcg atcgaccgac cctgccttgc ctgagtcaac ccggcggcag cc atg aac 178 

Met Asn 
1 

aac etc ttc teg age teg tgg aag egg gcg ggc gcg ggg ggc gac ggg 226 
Asn Leu Phe Ser Ser Ser Trp Lys Arg Ala Gly Ala Gly Gly Asp Gly 
5 10 -15 

gac ctg gag teg ggc ggc ggc ggc gtg gag atg acg gcg ccg ccg ggc 274 
Asp Leu Glu Ser Gly Gly Gly Gly Val Glu Met Thr Ala Pro Pro Gly 
20 25 30 

gee gcg gcg ggg gcg age ctg gac cgc ttc ttc gag gac gtg gag teg 322 
Ala Ala Ala Gly Ala Ser Leu Asp Arg Phe Phe Glu Asp Val Glu Ser 
35 40 45 50 

ate aag gac gac ctg egg gag ctg gag egg ate cag cgc tec etc cac 370 
lie Lys Asp Asp Leu Arg Glu Leu Glu Arg lie Gin Arg Ser Leu His 
55 60 65 

gac ggc aac gag teg ggc aag teg etc cac gac gcg teg gcg gtg cgc 418 
Asp Gly Asn Glu Ser Gly Lys Ser Leu His Asp Ala Ser Ala Val Arg 
70 75 80 

gcg etc cgc tec cgc atg gac gee gac gtg gee gee gee ate aag aag 466 
Ala Leu Arg Ser Arg Met Asp Ala Asp Val Ala Ala Ala lie Lys Lys 
85 90 95 

gee aag gtg gtg aag ttg egg etc gag teg etc gac cgc gee aac gee 514 
Ala Lys Val Val Lys Leu Arg Leu Glu Ser Leu Asp Arg Ala Asn Ala 
100 105 110 

gee aac egg tec gtg gee ggg tgc ggg ccg ggg teg tec acg gac cgc 562 
Ala Asn Arg Ser Val Ala Gly Cys Gly Pro Gly Ser Ser Thr Asp Arg 
115 120 125 130 



ace cgc ace tec gtc gtg gee ggg ctg cgc aag aag ctg egg gat gee 
Thr Arg Thr Ser Val Val Ala Gly Leu Arg Lys Lys Leu Arg Asp Ala 
135 140 145 



610 
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atg gag tec ttc tec tec etc cgc tec cgc ate acc tec gag tac egg 658 
Met Glu Ser Phe Ser Ser Leu Arg Ser Arg He Thr Ser Glu Tyr Arg 
150 155 ' 160 

gaa acc gtg gee cgc cgc tac ttc acg gtg acg ggg tec cag ccc gac 706 . 
Glu Thr Val Ala Arg Arg Tyr Phe Thr Val Thr Gly Ser Gin Pro Asp 
165 170 175 

gag gee acg ctg gac acg ctg gcg gag acg ggg gag ggg gag egg etc 754 
Glu Ala Thr Leu Asp Thr Leu Ala Glu Thr Gly Glu Gly Glu Arg Leu 
1 180 185 190 

ctg \cag cgc gec ate gcg gag cag cag ggg aga ggg gag gtg ctg ggc 802 
Leu tain Arg Ala He Ala Glu Gin Gin Gly Arg Gly Glu Val Leu Gly 
195 . 200 205 210 

gtg gtg gcg gag ate cag gag egg cac ggc gee gtg gcg gac ctg gag 850 
Val Val Ala Glu He Gin Glu Arg His Gly Ala Val Ala. Asp Leu Glu 
215 220 225 

egg tec ctg ctg gag ctg cag cag gtg ttc aac gac atg gee gtg ctg 898 
Arg Ser Leu Leu Glu Leu Gin Gin Val Phe Asn Asp Met Ala Val Leu 
230 235 240 

gtg gcg gcg cag ggg gag cag ctg gac gac ate gag ggc cac gtc ggg 946 
Val Ala Ala Gin Gly Glu Gin Leu Asp Asp He Glu Gly His Val Gly 
245 250 255 

egg gcg agg teg ttc gtc gac cgc ggg cgc gag cag ctg cag gtg gca 994 
Arg Ala Arg Ser Phe Val Asp Arg Gly Arg Glu Gin Leu Gin Val Ala 
260 265 270 

cgc aag cac cag aag age tec cgc aag tgg acc ttc ate ggc ate ggc 1042 
Arg Lys His Gin Lys Ser Ser Arg Lys Trp Thr Phe He Gly He Gly 
275 280 285 290 

i 

ate ctg etc gtc gtc ate etc ate ate gtc ate ccc ate gtg etc aag 1090 
He Leu Leu Val Val He Leu He He Val He Pro He Val Leu Lys 
295 300 305 

aac acc aac aag age aac aac aac aac age cag cag tagtggtagg 1136 
Asn Thr Asn Lys Ser Asn Asn Asn Asn Ser Gin Gin 
310 315 

aacagectgt ggatctgttg tctgtctctg atgatcctgg tcctggattg cttcctggtt 1196 

gttgttgttg attgtctttt gtggaatttt ttgcgattgt aattactcca tccatgtggt 1256 

tegttgagee actcgattat tatttcatga ctatata 1293 



<210> 40 
<211> 318 
<212> PRT 

<213> Hordeum vulgare 



<400> 40 
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Met Asn Asn Leu Phe Ser Ser Ser Trp Lys Arg Ala Gly Ala Gly Gly 
1 5 10 15 

Asp Gly Asp. Leu Glu Ser Gly Gly Gly Gly Val Glu Met Thr Ala Pro 
20 25 30 

Pro Gly Ala Ala Ala Gly Ala Ser Leu Asp Arg Phe Phe Glu Asp Val 
35 40 45 

Glu Ser lie Lys Asp Asp Leu Arg Glu Leu Glu Arg lie Gin Arg Ser 
50 55 60 

Leu His Asp Gly Asn Glu Ser Gly Lys Ser Leu His Asp Ala Ser Ala 
65 70 75 80 

Val Arg Ala Leu Arg Ser Arg Met Asp Ala Asp Val Ala Ala Ala lie 
85 90 95 

Lys Lys Ala Lys Val Val Lys Leu Arg Leu Glu Ser Leu Asp Arg Ala 
100 105 110 

Asn Ala Ala Asn Arg Ser Val Ala Gly Cys Gly Pro Gly Ser Ser Thr 
115 120 ( 125 

Asp Arg Thr Arg Thr Ser Val Val Ala Gly Leu Arg Lys Lys Leu Arg 
130 135 140 



Asp Ala Met Glu Ser Phe Ser Ser Leu Arg Ser Arg lie Thr Ser Glu 
145 150 " 155 160 



Tyr Arg Glu Thr Val Ala Arg Arg Tyr Phe Thr Val Thr Gly Ser Gin 
165 170 175 

Pro Asp Glu Ala Thr Leu Asp Thr Leu Ala Glu Thr Gly Glu Gly Glu 
180 185 190 

Arg Leu Leu Gin Arg Ala lie Ala Glu Gin Gin Gly Arg Gly Glu Val 
195 200 205 



Leu Gly Val Val Ala Glu He Gin 
210 215 

Leu Glu Arg Ser Leu Leu Glu Leu 
225 230 

Val Leu Val Ala Ala Gin Gly Glu 
245 



Glu Arg His Gly Ala Val Ala Asp 
220 

Gin Gin Val Phe Asn Asp Met Ala 
235 240 

Gin Leu Asp Asp He Glu Gly His 
250 255 



Val Gly Arg Ala 
260 

Val Ala Arg Lys 
275 



Arg Ser Phe Val 

His Gin Lys Ser 
280 



Asp Arg Gly Arg 
265 

Ser Arg Lys Trp 



Glu Gin Leu Gin 
270 

Thr Phe He Gly 
285 



He Gly He Leu Leu Val Val He Leu He He Val He Pro He Val 
290 295 300 
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Leu Lys Asn Thr Asn Lys Ser Asn Asn Asn Asn Ser Gin Gin 
305 310 315 



<210> 41 
<211> 948 
<212> DNA 

<213> Arabidopsis thaliana 

<22p> 

<22i> CDS 

<222> (1) . . (945) 

<223\> coding for Arabidopsis thaliana syntaxin 121 
'. (SYP121) / syntaxin-related protein (SYR1) 
(At3gll820) 

<400> 41 

atg gcg aat ccc gcg gga tea acc ggt ggt gtg aac etc gac aag ttc 48 
Met Ala Asn Pro Ala Gly Ser Thr Gly Gly Val Asn Leu Asp Lys Phe 
15 10 15 

ttc gaa gat gtt gaa tct gtg aaa gaa gag eta aag gag eta gat egg 96 
Phe Glu Asp Val Glu Ser Val Lys Glu Glu Leu Lys Glu Leu Asp Arg 
20 25 30 

etc aac gaa aca etc tct tea tgt cac gag cag age aag acg ctt cac 144 
Leu Asn Glu Thr Leu Ser Ser Cys His Glu Gin Ser Lys Thr Leu His 
35 40 45 

aat get aaa gee gtt aaa gat etc egg tct aaa atg gac ggt gac gtt 192 
Asn Ala Lys Ala Val Lys Asp Leu Arg Ser Lys Met Asp Gly. Asp Val 
50 55 60 

gga gtc gcg ttg aag aag gcg aag atg att aaa gtt aaa etc gag gcg 240 
Gly Val Ala Leu Lys Lys Ala Lys Met lie Lys Val Lys Leu Glu Ala 
65 70 75 80 

eta gat cgt gee aat get get aat egg agt etc cct ggc tgt gga cct 288 
Leu Asp Arg Ala Asn Ala Ala Asn Arg Ser Leu Pro Gly Cys Gly Pro 
85 90 95 

ggt tct tec tec gat cga acc agg acc tct gtc etc aat ggt etc agg 336 
Gly Ser Ser Ser Asp Arg Thr Arg Thr Ser Val Leu Asn Gly Leu Arg 
100 105 110 

aag aaa ttg atg gac tct atg gat agt ttc aac cga ttg agg gag ctt 384 
Lys Lys Leu Met Asp Ser Met Asp Ser Phe Asn Arg Leu Arg Glu Leu 
115 120 125 

ate teg tec gag tat aga gaa act gta cag agg agg tac ttc acc gtc 432 
lie Ser Ser Glu Tyr Arg Glu Thr Val Gin Arg Arg Tyr Phe Thr Val 
130 135 140 

acc ggc gag aat ccg gat gaa cga acc eta gat cga ctg att tec act 480 
Thr Gly Glu Asn Pro Asp Glu Arg Thr Leu Asp Arg Leu lie Ser Thr 
145 150 155 160 



0 
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gga gag agt gag aga ttc ttg cag aaa gca ata caa gaa caa gga aga 528 
Gly Glu Ser Glu Arg Phe Leu Gin Lys Ala lie Gin Glu Gin Gly Arg 
165 170 175 

gga agg gtg tta gac acc att aac gag att caa gaa agg cat gat gcg 576 
Gly Arg Val Leu Asp Thr lie Asn Glu lie Gin Glu Arg His Asp Ala 
180 185 190 

gtt aaa gac att gag aag aat etc agg gag ctt cac cag gtg ttt eta 624 
Val Lys Asp lie Glu Lys Asn Leu Arg Glu Leu His Gin Val Phe Leu 
195 200 205 

gac atg gec gtg ctg gta gag cac cag gga get cag ctt gat gac ate 672 
Asp Met Ala Val Leu Val Glu His Gin Gly Ala Gin Leu Asp Asp lie 
210 215 220 

gag agt cat gtg ggt cga get age tec ttt ate aga ggc gga act gac 720 
Glu Ser His Val Gly Arg Ala Ser Ser Phe lie Arg Gly Gly Thr Asp 
225 230 235 240 

cag eta caa acc get egg gtt tac cag aag aac acg cga aaa tgg aca 768 
Gin Leu Gin Thr Ala Arg Val Tyr Gin Lys Asn Thr Arg Lys Trp Thr 
245 250 255 

tgt att gec att att att etc ate ate ate ata act gtt gtg gtt ctt 816 
Cys lie Ala lie lie lie Leu lie lie lie lie Thr Val Val Val Leu 
260 265 270 

get gtt tta aaa ccg tgg aac aac age agt ggc ggc ggc ggc ggt ggt 864 
Ala Val Leu Lys Pro Trp Asn Asn Ser Ser Gly Gly Gly Gly Gly Gly 
275 280 • 285 

Qf^t ggt ggg ggt acc act gga gga agt caa cca aat tea ggg aca cca 912 
Gly Gly Gly Gly Thr Thr Gly Gly Ser Gin Pro Asn Ser Gly Thr Pro 
290 295 300 

cca aat cct cct cag gca agg cgt eta ttg cgt tga 948 
Pro Asn Pro Pro Gin Ala Arg Arg Leu Leu Arg 
305 310 315 



<210> 42 
<211> 315 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 42 

Met Ala Asn Pro Ala Gly Ser Thr Gly Gly Val Asn Leu Asp Lys Phe 
15 10 15 

Phe Glu Asp Val Glu Ser. Val Lys Glu Glu Leu Lys. Glu Leu Asp Arg 
20 25 30 

Leu Asn Glu Thr Leu Ser Ser Cys His Glu Gin Ser Lys Thr Leu His 
35 40 45 
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Asn Ala Lys Ala Val Lys Asp Leu Arg Ser Lys Met Asp Gly Asp Val 
50 55 60 

Gly Val Ala Leu Lys Lys Ala Lys Met He Lys Val Lys Leu Glu Ala 
65 70 75 80 

Leu Asp Arg Ala Asn Ala Ala Asn Arg Ser Leu Pro Gly Cys Gly Pro 
85 90 95 

Gly Ser Ser Ser Asp Arg Thr Arg Thr Ser Val Leu Asn Gly Leu Arg 
, 100 105 110 

Lys \Lys Leu Met Asp Ser Met Asp Ser Phe Asn Arg Leu Arg Glu Leu 
\ 115 12 0 125 

He Ser Ser Glu Tyr Arg Glu Thr Val Gin Arg Arg Tyr Phe Thr Val 
130 135 140 

Thr Gly Glu Asn Pro Asp Glu Arg Thr Leu Asp Arg Leu He Ser Thr 
145 150 155 160 

Gly Glu Ser Glu Arg Phe Leu Gin Lys Ala He Gin Glu Gin Gly Arg 
165 . 170 175 

Gly Arg Val Leu Asp Thr He Asn Glu He Gin Glu Arg His Asp Ala 
180 185 190 

Val Lys Asp He Glu Lys Asn Leu Arg Glu Leu His Gin Val Phe Leu 
195 200 205 

Asp Met Ala Val Leu Val Glu. His Gin Gly Ala Gin Leu Asp Asp He 
210 215 220 

Glu Ser His Val Gly Arg Ala Ser Ser Phe lie Arg Gly Gly Thr Asp 
225 230 235 240 

Gin Leu Gin Thr Ala Arg Val Tyr Gin Lys Asn Thr Arg Lys Trp Thr 
245 250 255 

Cys He Ala He He He Leu He He lie lie Thr Val Val Val Leu 
260 265 270 

Ala Val Leu Lys Pro Trp Asn Asn Ser Ser Gly Gly Gly Gly Gly Gly 
275 280 285 

Gly Gly Gly Gly Thr Thr Gly Gly Ser Gin Pro Asn Ser Gly Thr Pro 
290 295 300 

Pro Asn Pro Pro Gin Ala Arg Arg Leu Leu Arg . . 
305 310 315 



<210> 43 
<211> 1275 
<212> DNA 

<213> Hordeum vulgare 
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<220> 

<221> CDS 

<222> (80) ... (1006) 

<223> coding for Hordeum vulgare subsp. vulgare 1 SNAP-34 
<400> 43 

ggcccctcca ccccacccca cccagtcgct gcggatactt gattctgcta ctcggccagc 60 

gatcgatctc gcctccgcc atg age gec acc agg ccc tec ttc ttc ccc tec 112 

Met Ser Ala. Thr Arg Pro Ser Phe Phe Pro Ser 
1 5 10 

aac aac aac agg aac aag ccc gec acc egg aac ccc ttc gac tec gac 160 
Asn Asn Asn Arg Asn Lys Pro Ala Thr Arg Asn Pro Phe Asp Ser Asp 
15 20 25 

teg gac gac gac ggc ggc atg gee egg cgc ggc ccg gcg egg gee teg 208 
Ser Asp Asp Asp Gly Gly Met Ala Arg Arg Gly Pro Ala Arg Ala Ser 
30 35 40 

tec gtc ccg acc ccc gee gcg ggg ccg gee agg gec tec teg gee ccg 256 
Ser Val Pro Thr Pro Ala Ala Gly Pro Ala Arg Ala Ser Ser Ala Pro 
45 50 55- 

ate ccc gee gac gag gcg gac cag egg ggc gee ctg ttc ggc gcg ggc 304 
He Pro Ala Asp Glu Ala Asp Gin Arg Gly Ala Leu Phe Gly Ala Gly 
60 65 70 . 75 

ccc gcg ccg tec ggc ttc gcg tec tec tec tec gcg gee gee agg ggc 3 52 
Pro Ala Pro Ser Gly Phe Ala Ser Ser Ser Ser Ala Ala Ala Arg Gly 
80 85 90 

egg tac agg aac gac ttc cgc gac teg ggc ggc gtg gag gcg cag tec 400 
Arg Tyr Arg Asn Asp Phe Arg Asp Ser Gly Gly Val Glu Ala Gin Ser 
95 100 105 

gtg cag gag etc gag ggc tac gcg gee tac aag gee gag gag acc acg 448 
Val Gin Glu Leu Glu Gly Tyr Ala Ala Tyr Lys Ala Glu Glu Thr Thr 
110 115 120 

cgc egg gtc gac ggc tgc etc egg gtc gee gag gag atg egg gac acc 496 
Arg Arg Val Asp Gly Cys Leu Arg Val Ala Glu Glu Met Arg Asp Thr 
125 130 135 

gcg tea aag acc ctg etc cag gtg cac cag cag ggc cag cag ate agg 544 
Ala Ser Lys Thr Leu Leu Gin Val His Gin Gin Gly Gin Gin He Arg 
140 145 150 155 

cgc acc cac gee atg gec gtc gac ate gac cag gat etc tec agg ggg 592 
Arg Thr His Ala Met Ala Val Asp He Asp Gin Asp Leu Ser Arg Gly 
160 165 170 



gaa aag eta eta ggt gat ctt ggt ggt ttg ttt tec aag aag tgg aag 
Glu Lys Leu Leu Gly Asp Leu Gly Gly Leu Phe Ser Lys Lys Trp Lys 
175 180 185 



640 
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cca aag aag aac ggc gca ate agg ggc cct atg ctg acc aga gac gat 688 
Pro Lys Lys Asn Gly Ala lie Arg Gly Pro Met Leu Thr Arg Asp Asp 
190 195 200 

tec ttc ata cgc aag ggc age cat atg gag cag agg cat aaa ctg ggg 736 
Ser Phe lie Arg Lys Gly Ser His Met Glu Gin Arg His Lys Leu Gly 
205 210 215 

ctg tea gat cgt ccg cat cga tec aat gca cgc cag ttc eta tct gaa 784 
Leu Ser Asp Arg Pro His Arg Ser Asn Ala Arg Gin Phe Leu Ser Glu 
220, 225. 230 235 '. 

ccc \aca tea ggc ctt gag aaa gtc gag gtg gag aag gca aag cag gat 832 
Pro bhr Ser Gly Leu Glu Lys Val Glu Val Glu Lys Ala Lys Gin Asp 
240 245 250 

gat ggc ctg tct gac ctt age gac ata ctg aca gag ttg aaa gga atg 880 
Asp Gly Leu Ser Asp Leu Ser Asp lie Leu Thr Glu Leu Lys Gly Met 
255 260 265 

gee att gac atg gga act gag att gag ggg caa aca aag gat ctt ggt 928 
Ala lie Asp Met Gly Thr Glu lie Glu Gly Gin Thr Lys Asp Leu Gly 
270 275 . . 280 

cat gcg gag aag gac ttt gac gaa ctt aac tac agg gtc aag ggg gca 976 
His Ala Glu Lys Asp Phe Asp Glu Leu. Asn Tyr Arg Val Lys Gly Ala 
285 290 295 

aac get cga aca cgt cgc ctg ctt ggc aga taggcaagaa gcatatgttg 1026 
Asn Ala Arg Thr Arg Arg Leu Leu Gly Arg 
300 305 

ttcaccagag gattctgtga cactccttat ettctgeatt tgctttcgtg ggctgttaat 1086 

tcagatcatt ttgtgcataa aactctggtt aggaaggtct gttggggagt tgtatcaggg 1146 

1 

tttattgtgt atataegcta gaegggeggt tegttttcta tgttgcagtt gtactacatt 1206 
tgctatggac agtagatacg tttgtattcg gttttcttgt tttgeaateg etatgetgea 1266 
ggaaagcac 1275 



<210> 44 
<211> 309 
<212> PRT 

<213> Hordeum vulgare 



<400> 44 

Met Ser Ala Thr Arg Pro Ser Phe 
1 5 

Lys Pro Ala Thr Arg Asn Pro Phe 
20 

Gly Met Ala Arg Arg Gly Pro Ala 
35 40 



Phe Pro Ser Asn Asn Asn Arg Asn 
10 15 

Asp Ser Asp Ser Asp Asp Asp Gly 
25 30 

Arg Ala Ser Ser Val Pro Thr Pro 
45 
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Ala Ala Gly Pro Ala Arg Ala Ser Ser Ala Pro lie Pro Ala Asp Glu 
50 55 60 

Ala Asp Gin Arg Gly Ala Leu Phe Gly Ala Gly Pro Ala Pro Ser Gly 
65 70 75 80 

Phe Ala Ser Ser Ser Ser Ala Ala Ala Arg Gly Arg Tyr Arg Asn Asp 
85 90 95 

Phe Arg Asp Ser Gly Gly Val Glu Ala Gin Ser Val Gin Glu Leu Glu 
100 105 110 

Gly Tyr Ala Ala Tyr Lys Ala Glu Glu Thr Thr Arg Arg Val Asp Gly 
115 120 125 

Cys Leu Arg Val Ala Glu Glu Met Arg Asp Thr Ala Ser Lys Thr Leu 
130 135 140 

Leu Gin Val His Gin Gin Gly Gin Gin He Arg Arg Thr His Ala Met 
145 150 155 160 

Ala Val Asp He Asp Gin Asp Leu Ser Arg Gly Glu Lys Leu Leu Gly 
165 170 ■ 175 

Asp Leu Gly Gly Leu Phe Ser Lys Lys Trp Lys Pro Lys Lys Asn Gly 
180 185 190 

Ala He Arg Gly Pro Met Leu Thr Arg Asp Asp Ser Phe He Arg Lys 
195 200 205 

Gly Ser His Met Glu Gin Arg His Lys Leu Gly Leu Ser Asp Arg Pro 
210 215 220 

His Arg Ser Asn Ala Arg Gin Phe Leu Ser Glu Pro Thr Ser Gly Leu 
225 230 235 240 

Glu Lys Val Glu Val Glu Lys Ala Lys Gin Asp Asp Gly Leu Ser Asp 
245 250 255 

Leu Ser Asp He Leu Thr Glu Leu Lys Gly Met Ala He Asp Met Gly 
260 265 270 

Thr Glu He Glu Gly Gin Thr Lys Asp Leu Gly His Ala Glu Lys Asp 
275 280 285 

Phe Asp Glu Leu Asn Tyr Arg Val Lys Gly Ala Asn Ala Arg Thr Arg 
290 295 300 

Arg Leu Leu Gly Arg 
305 



<210> 45 
<211> 6 
<212> PRT 
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<213> Consensus 
<220> 

<221> misc_f eature 

.<222> (2).. (2) 

<223> 1 or i 

<220> 

<221> misc_f eature 

<222> (4).. (4) 

<22^> Xaa can be any naturally occurring amino acid 

<40Q> 45 

His t.eu Lys Xaa Val Tyr 
1 5 



<210> 46 

<211> 7 

<212> PRT 

<213> Consensus 

<220> 

<221> misc_f eature 

<222> (2) . . (2) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

<221> misc_feature 

<222> (5) . . (5) 

<223> y or f 

<220> 

<221> mi sc_f eature 

<222> (6).. (6) 

<223> Xaa can be any naturally occurring amino acid 

<400> 46 

Ala Xaa Gly Ala Tyr Xaa His 
1 5 



<210> 47 

<211> 4 

<212> PRT 

<213> Consensus 

<400> 47 

Asn lie Gly Gly . 
1 



<210> 48 

<211> 8 

<212> PRT 

<213> Consensus 



<220> 

<221> misc_feature 

<222> (2)... (2) 

<223> v or p 

<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> y or f 

<220> 

<221> misc_f eature 

<222> (5).. (5) 

<223> e or q 

<220> 

< 2 2 1 > mis c_f eature 

<222> (6).. (6) 

<223> r or q 

<400> 48 

Pro Val Tyr Glu Glu Arg Lys Arg 
1 5 



<210> 49 

<211> 8 

<212> PRT 

<213> Consensus 

<220> 

<221> misc_feature 

<222> (1)..(1) 

<223> e or q 

<220> 

< 2 2 1 > mi s c_f eature 

<222> (3).. (3) 

<223> a or s 

<220> 

<221> mi sc_f eature 

<222> (5).. (5) 

<223> v or i 

<400> 49 

Glu Gly Ala Ser Val Gly Pro Leu 

1 5 



<210> 50 

<211> 5 

<212> PRT 

<213> Consensus 



<220> 
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<221> misc_f eature 

<222> (3).. (3) 

<223> s or g 

<220> 

<221> mi sc_f eature 

<222> (4) . . (4) 

<223> 1 or i 

<220> 

<22\> misc_f eature 

<222> (5).. (5) 

<223> i or 1 

\ 

<400> 50 

Asp Pro Ser Leu lie 

1 5 



<210> 51 

<211> 11 

<212> PRT 

<213> Consensus 



<220> 

<221> misc_f eature 

<222> (2).. (2) 

<223> g or a 



<220> 

<2 2 1> misc_f eature 

<222> (4).. (4) 

<223> a or s 

<220> 

<221> misc_f eature 

<222> (5) . . (5) 

<223> 1 or i 



<220> 

<221> misc_f eature 

<222> (8) . . (8) 

<223> a or g 

<220> 

<221> misc_f eature 

<222> (11).. (11) 

<223> s or t 



<400> 51 

Val Gly Thr Ala Leu Ala Phe Ala Cys Phe Ser 
15 10 



<210> 52 
<211> 6 
<212> PRT 
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<213> Consensus 
<220> 

<221> misc_f eature 

<222> (3).. (3) 

<223> y or f 

<400> 52 

Tyr Leu Tyr Leu Gly Gly 
1 5 



<210> 53 

<211> 7 

<212> PRT 

<213> Consensus 

<400> 53 

Glu Tyr Leu Tyr Leu Gly Gly 
1 5 



<210> 54 

<211> 11 

<212> PRT 

<213> Consensus 

<220> 

<221> misc_f eature 

<222> (2).. (2) 

<223> 1 or v 

<220> 

<221> misc_f eature 

<222> (5) . . (5) 

<223> g or w 

<220> 

<221> mi sc_f eature 

<222> (7).. (7) 

<223> s or t 

<220> 

<221> misc_f eature 

<222> (8).. (8) 

<223> i or m 

<220> 

<221> misc_f eature 

<222> (10) . . (10) 

<223> 1 or m 



<400> 54 

Leu Leu Ser Ser Gly Leu Ser lie Leu Leu Trp 
15 10 



59 



<210> 
<211> 
<212> 
. <213> 



55 
7 

PRT 

Consensus 



<220> 

< 2 2 1 > mi s c_f eat ur e 

<222> (4).. (4) 

<223> Xaa can be any naturally occurring amino 
<22Q> 

<221> misc_feature 

<222> (5).. (5) 

<223> i or v 



<221> misc_f eature 
<222> (6).. (6) 
<223> i or v 

<400> 55 

Asp Thr Gly Xaa He He Glu 
1 5 



<210> 56 

<211> 24 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> misc_f eature 

<222> (1) . . (24) 

<223> BH-sense primer 

<400> 56 

atggacgcct tctactcgac ctcg 



<210> 57 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> misc_f eature 

<222> (1)..(20) 

<223> BH-antisense primer 

<400> 57 

gccagagcag gatcgacgcc 

<210> 58 

<211> 21 

<212> DNA 

<213> Artificial sequence 



<220> 



<220> 

<221> misc_f eature 

<222> (1) ... (21) 

<223> UBI-sense primer 

<400> 58 

ccaagatgca gatcttcgtg a 

<210> 59 

<211> 21 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> misc_f eature 

<222> (1)..(21) 

<223> UBI-antisense primer 

<?400> 59 

ttcgcgatag gtaaaagagc a 



<210> 60 

<211> 26 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> misc_f eature 

<222> (1)..(26) 

<223> BI1VL sense primer 

<400> 60 

ggattcaacg cgagcgcagg acaagc 

<210> 61 

<211> 26 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> misc_feature 

<222> (1) . . (26) . 

<223> BI1VL antisense primer 

<400> 61 

gtcgacgcgg tgacggtatc tacatg 

<210> 62 

<211> 18 

<212> DNA 

<213> Artificial sequence 



61 



<220>' 

<221> misc_f eature 

<222> (1)..(18) 

<223> M13-fwd primer 

<400> 62 

gtaaaacgac ggccagtg 18 



<210> 63 

<21f> 19 

<212> DNA 

<213> Artificial sequence 



<220> 
<221> 
<222> 
<223> 



misc_f eature 
(1)..(19) 
Ml3-rev primer 



<400> 63 

ggaaacagct atgaccatg 



19 



